Gene List Correspondinci to Figure Id - Coronary Artery Disease 






Gene 
Identifier 


p-valiie 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201280^s_at 


0.018222 


gb:NM_001343.1 /DEF=Homo 
sapiens disabled (Drosophiia) 
homolog 2 (mitogen-responsive 
phosphoprotein) (DAB2), mRNA. 
/FEA=mRNA /GEN=DAB2 
/PROD=disabled (Drosophiia) 
homolog 2 

/DB_XREF=gi:4503250 
/UG=Hs.81988 disabled 
(Drosophiia) homolog 2 (mitogen- 
responsive phosphoprotein) 
/FL=gb:U39050.1 gb:U53446.1 
gb:BC003064.1 gb:NM_06l 343.1 


NM_001343 




NP^001334 


201281_at 


0.046749 


gb:NM_0070p2. 1 /DEF=Homo 
sapiens cell membrane 
glycoprotein, 110000M(r) (surface 
antigen) (GPHO), mRNA. 
/FEA=mRNA /GEN=GP'il0 
/PROD=cell membrane 
glycoprotein, 110000M(r) 
(surfaceantigen) 
/DB_XREF=gi:5901959 
/UG=Hs.90107 cell membrane 
glycoprotein, 110000M(r) (surface 
antigen) /FL=gb:NM^007002.1 
gb:D64154,1 


NM_007002 




MP_783163 


20l299_s^at 


0.034721 


gb;NM_01 8221.1 /DEF=HomQ 
sapiens hypothetical protein 
FLJ 10788 (FLJ 10788), mRNA. 
/FEA=mRNA /GEN=FLJ10788 
/PROD=hypothetical protein 
FU10788 /DB,XREF=gi:8922670 
/UG=Hs. 196437 hypothetical 
protein FLJ 10788 
/FL=gb:AB01 6839.1 
gb:BC003398.1 gb:NM 018221.1 


NM^018221 

i 




NP^060691 
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Gene 
Id ntifier 


p-yalue 


bescription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201313_at 


0.02008 


gb:NM_001975.1 /DEF=Homo 
sapiens enolase 2, (gamma, 
neuronal) {EN02). mRNA. 
/FEA-mRNA /GEN=EN02 
/PROD=enolase 2, (gamma, 
neuronal) /DB_XREF=gi:5803010 
/UG=Hs. 146580 enolase 2, 
(gamma, neuronal) 
/FL=gb:BC002745.1 
gb:NM_001 975.1 gb;M22349.1 


NM^001975 




NP_00i966 


2013l4_af 


0.03002 


gb:NM_006374.i /DEF=Homo ; 
sapiens serinethreonine kinase 
25 (Ste20, yeast homolog) 
(STK25), mRNA. /FEA=mRNA 
/GEN=STK25 

/PROD=serinethreonine' kinase 
25 (Ste20, yeasthomolog) 
/DB_XREF=gi:5454173 
/UG=Hs. 155206 serinethreonine 
kinase 25 (Ste20, yeast 
homolog) /FL=gb:D63780.1 
gb:NM_006374.1 


NM_006374 




NP^006365 


201321^s_at 


0.046749 


gb:NM_003075.1 /DEF=Homb 
sapiens SWISNF related, matrix 
associated, actin dependent 
regulator of chromatin, subfamily 
c, member 2 (SMARCC2), 
mRNA. /FEA=mRNA 
/GEN=SMARGC2 
/PROD=SWISNF related, matrix 
associated, actindependent 
regulator of chromatin, subfamily 
0, member 2 
/DB_XREF=gi:4507080 
/UG=Hs.236030 SWISNF related, 
matrix associated, actin..' 
dependent regulator of 
chromatin, subfamily c, member 
2 /FL=gb:U66616.1 
gb:NM 003075.1 i 


NM_003075 




NP_620706 
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Gene 
identifier 


p-value 


D scriptipn 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 
Acc ssion 
No. 


201388_at 


0.026842 


gb:NM_002809.1 /PEF=Homp 
sapiens proteasome (prosome, 
macropain) 26S subunit, non- 
ATPase. 3 (PSMD3), nriRNA, 
/FEA=mRNA /GEN=;PSMD3 
/PROP=proteasonne (prosome, 
macropain) 26$ subunit,non- 
ATPase, 3 

/DB_XREF=gi:4506228 
/UG=Hs.9736 proteasome 
(prosome, macropain) 26S 
subunit, non-ATPase, 3 
/FL=gb:BC000074.1 
gb:BC004859.1 gb:D67025.1 
gb:AF091 075.1 gb:NI\/l_002809.1 


NM^002809 




NP_002800 


20i432^at 


0.034721 


gb:NIVI_001 752.1 /DEF=Homo 
sapiens cataiase (CAT), mRNA. 
/FEA=mRNA /GEN=CAT 
/PROD=cataiase 
/DB_XREF=gi:4557013 
/UG=Hs.76359 catalase 
/FL=gb:NM_001 752.1 


Nl^_001752 




NP_001743 


201439_at 


0025284 


gb:NI\/l_004193.1 /DEF=Homo 
sapiens goigi-specific brefeldin A 
resistance factor 1 (GBF1), 
mRNA. /FEA=mRNA 
/GEN=GBF1 /PROD=golgi- 
specific brefeldin A resistance 
factor 1 /DB_XREF=gi:4758415 
/UG==Hs. 155499 golgi-specific 
brefeldin A resistance factor 1 
/FL=gb:AF068755.1 
gb:NM_004193.1 


NM_004193 




NP^004184 

1 


201458_s^at 


0.034721 


gb:NM_004725.1 /DEF=Homo 
sapiens BUB3 (budding 
uninhibited by benzimidazoles 3, 
yeast) homolog (BUB3), mRNA. 
/FEA=mRNA /GEN=BUB3 
/PR0D=BUB3 (budding 
uninhibited by benzimidazoles 
3,yeast) homolog 
/DB_XREF=gi:4757879 
/UG=Hs.40323 BUB3 (budding 
uninhibited by benzimidazoles 3, 
yeast) homolog 
/FL=gb;BC005 138.1 
gb:AF047472.1 gb:AF053304.1 
gb:AF081496.1 gb:NIVI_004725.1 


NM_O04725 


1 


NP_004716 

/ ■ 
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Gene 
Identifier 


p-vaiue 


Description 


Gene 

Accession 
No. 


Unigene 

Aqcession 

No. 


Protein 

Accession 

No. 


201462_at 


0.028893 


gb:NI\/i_014766.1 /DEF=Homo 
sapiens KIAA0193 gene product 
(KIAA0193), mRNA. /FEA=mRNA 
/GEN-KIAA0193 
/PROD-KIAA0193 gene product 
/DB_XREF=gi:7661983 
/UG=Hs.75137 KIAA0193 gene 
product /FL=gb:D83777.1 
gb:NM_014766.1 


NM_014766 




NP_055581 


20151 1^at 


0.036254 


gb:NiVl_001 087.1 /DEF=Homo 
sapiens angio-associated, 
migratory cell protein (AAMF*), 
mRNA. /FEA=mRNA 
/GEN=AAIV|P /PROp=angio- 
associated, migratory cell protein 
/DB^XREF=gi:4557228 
/UG=Hs. 83347 angio-associated, 
migratory cell protein 
/FL=gb:NM_001087.1 
gb:M95627.1 


NM_001087 


• 

t 


NP_001078 


201516_at 


0.018023 


gb:NM_003 132.1 /pEF=Homo 
sapiens spermidine synthase 
(SRM), mRNA! /FEA=mRNA 
/GEN=SRM /PROD=spermidine 
synthase /DB_XREF=gi:4507208 
/UG=Hs.76244 spermidine 
synthase /FL=gb:BC000309.1 
gb:NM_003132.1 gb:M34338.1 


NM_0d3132 




NF*_003123 


201522_x_at 


0.018023 


gb:NM_003097.2 /DEF=Homo , 
sapiens small nuclear 
ribonucleoprotein polypeptide N 
(SNRPN), transcript variant 1, 
mRNA, /FEA-mRNA 
/GEN=SNRPN /PROD=smal| 
nuclear ribonucleoprotein 
polypeptide N 
/DB_XREF=gi:13027651 
/UG=Hs.48375 small nuclear 
ribonucleoprotein polypeptide N 
/FL=gb:U41303.1 
gb:NM_003097.2 gb:BG003180.1 
gb:J04615.1 


NM_003097 




NP_073719 


201528 at 


0;046749 


replication protein Al, 70"kPa 


BG398414 


Hs.84318 


NP 002936 
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G ne 
Identifi r 


p-yalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201532_at 


0.046749 


gb:NIVI_002788.1 /DEF=Homo 
sapiens proteasome (prosome, 
macropain) subunit, alpha type, 
3 (PSMA3), mRNA. /FEA=mRNA 
/GEN=PSIWIA3 

/PROD=proteasome (prosome, 
macropain) subunit, alpiiatype, 3 
/DB_XREF=gi:4506182 
/UG=Hs.167106 proteasome 
(prosome, macropain) subunit, 
alplia type, 3 
/FL=gb:BC005265.1 
gb;NM_002 788.1 


NM_002788 




NP_687033 


201544 X at 


0.046749 


poly(A) binding protein, nuclear 1 


BF675004 


Hs.117176 


NP 004634 


20i545_s_at 


0.034721 


gb:NM_004643.1 /pEF=?Homo 
sapiens poly(A)-binding protein, 
nuclear 1 (PABPN1), mRNA. 
/FEA=mRNA /GEN=PABPN1 
/PROD=poly(A)-binding protein, 
nuclear 1 /DB_XREF=gi:4758875 
/UG=Hs.117176 poly(A),binding 
protein, nuclear 1 
/FL=gb:NI\/i_004643.1 


Nl\1^004643 




NP_004634 


20i548_s_,at 


0.025284 


putative DNA/chromatin binding 
motif 


AA729218 


Hs.143323 


NP_006609 


201555_at 


0.034721 


gb:NM_002388.2 /DEF^Homo 
sapiens minichromosome 
maintenance deficient (S. 
cerevisiae) 3 (MCM3), mRNA. 
/FEA=mRNA /GEN=MCM3 
/PROD=minichromosome 
maintenance deficient 
(S.cerevisiae) 3 
/PB_XREF=gi:6631094 
/UG=Hs. 179565 minichromosome 
maintenance deficient (S. 
cerevisiae) 3 /FL=gb:BC001626.1 
gb:NIVI 0023882 gb:D38073.1 


Nl\/I_002388 




NP_002379 
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G ne ' 
Identifier 


p-vaiu 


b scription 


Gene 
Acc ssipn 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2p1565_s_at 


0.034721 


gb:NM_002166.1 7DEF=Hpm6' ' ' 
sapiens inhibitor of DNA binding 
2, dominant negative iielixrloop- 
heiix protein (ID2), mRNA. 
/FEA=mRNA /GEN=ID2 
/PROP=inhibitor of DNA binding 
2, dominant negativehelix-loop- 
helix protein 
/DB_XREF=gi:4504570 
/UG=Hs.180919 inhibitor of DNA 
binding 2, dominant negative 
helix-loop-helix protein 
/FL=gb:M97796.1 
gb:NMJ0216ai gb:D13891.1 


NM_002166 




NP_002157 


201572_x_at 


0.046749 


gb:NM_001921.1 /DEF=Homo 
sapiens dCMP deaminase 

/P\i^Tr^\ mDKIA /CCA— mDKIA 

(□OlU), mKINA. /rtA— nriKINA 
/GEN=DCTD /PROD=dCMP 
deaminase 

/DB_XREF-gi:4503276 
/UG=Hs.76894 dCMP deaminase 
/FL=gb:L12136.1 
gb:NM 001921.1 


NM_0Oi921 




NP^001912 


201584_s_at 


0.018023 


gb:NM_^005804.1 /DEF=Homo , 
sapiens nuclear RNA helicase, 
DECD variant of DEAD box 
family (DDXL), mRNA. 
/FEA=mRNA /GEN=DDXL 
/PROD=nuclear RNA helicase, 
DECD variant of DEAD 
DoxTarniiy /UD_AKtr-gLouoiDoc5 
/UG=Hs.179606 nuclear RNA 

box family /FL=gb:BC001009.1 
gb:U90426.1 gb:NM_005804.1 


NM_005804 




NP_620551 


201606_s_at 


0.046749 


nuciear phosphoprptein similar to 
S. cerevisiae PWPI 


BE796924 


Hs. 1/2589 


NP_008993 



r 
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Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201608_s_at 


0.046749 


gb:NM_007062.1 /DEF=Homo 
sapiens nuclear phosphoprotein 
similar to S. cerevisiae PWP1 
(PWP1), mRNA. /FEA=mRNA 
/GEN=PWP1 /PR6D=nuclear 
phosphoprotein similar to S. 

pp rf^vi Q i s P P\A/P 1 

/DB_XREF=gi:5902033 
/UG=Hs. 172589 nuclear 
phosphoprotein similar to S. 
cerevisiae PWP1 
/FL=gb:BC001652.1 gb:L07758.1 
gb;NM 007062.1 


NM_0(D7062' 




NP„008993 


201613^s_at 


0.046749 


gb:BC000519.1 /DEF=Homo . 
sapiens, RuvB (E coli homolog)- 
like 1, clone MGC:8557, mRNA, 
complete eds. /FEA=mRNA 
/PROD=RuvB (E coli homolog)- 
like 1 /DB_XREF=gi: 12653494 

/I If5=l-lc 979899 RiiuR (p- rn\i 
/uo~n9.i^/^o^^ r\uvD \c K^un 

homolog)-like 1 
/FL=gb:BC000519.1 
gb:BC002'993.1 gb:AB012122.1 
gb:AF070735.1 gb;AF099084.1 

gb:NM_003707.1 


BCd00519 






201623_s_at 


0.046749 


gb:BC000629.1 /DEF=Homo 
sapiens, Similar to aspartykRNA 
synthetase, clone MGC: 1562, 
mRNA, complete cds. 

/PFA— mRWA /PRHn— Similar tn 

aspartyl4RNA synthetase 
/DB_XREF=gi: 12653688 
/UG=Hs.80758 aspartyl-tRNA 
synthetase /FL=gb:BC000629.1 
gb:Jp5032.1 gb:NM_001349.1 


BC00P629 




NP_001340 


201630_s_at 


0.046749 


gb:NM_004300:i /DEF=Homo ' 
sapiens acid phosphatase 1 , ^ 
soluble (ACP1), transcript variant 
a, mRNA. /FEA=mRNA 
/GEN=ACP1 /PROD=acid 
phosphatase 1 isoform a 
/DB_XREF=gi:4757713 
/UG=Hs.75393 acid phosphatase 
1, soluble /FL=gb:M83653.1 
gb:NM_004300.1 


NM_004300 




NP_808222 
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G ne 
la niiTier 


p-value 


Description 


Gene 

Accession 

No. 


1 IniriAno 

Accession 

IMO. 


Accession 

IMO. 


201633_s_at 


0.027792 


cytochrome b5 outer mitochondrial 
membrane precursor 


AW235051 


Hs.381218" 


NP_085056 


201635_s_at 


0.018222 


fragile X mental retardation, " • 
autosomal homolog 1 


AI990766 


Hs.82712 


NP_005078 


2dl647_s_at 


0.046749 


gb:.NM_005506 1 /DEF=Homo 
sapiens CD36 antigen (collagen 
type 1 receptor, thrombospondin 
receptor)-like 2 (lysosomal 
integral' membrane protein II) 
(CD36L2), mRNA. /FEA=mRNA 
/GEN=CD36L2 /PROD=CD36 
antigen (collagen type 1 
receptor.thrombospondin 
receptor)-Iike 2 (lysosomal 
integralmembrane protein II) 

/UG=Hs.323567 CD36 antigen 
(collagen type 1 receptor, 
thrombospondin receptor)-like 2 
(lysosomal integral membrane 
protein 11) /FL=gb:D12676.1 
gb:NM_005506.1 


NM_005506 




NP_G05497 


201649_at 


0.034721 


gb:NM_004223.1 /DEF=Homo 
sapiens ubiquitin-conjugating 
enzyme E2L 6 (UBE2L6), 
mRNA. /FEA-mRNA 

conjugatmg enzyme E2L 6 
/DB_XREF=gi:4759281 
/UG=Hs.169895 ubiquitin- 
conjugating enzyme E2L 6 
/FL=gb:AF031 141.1 
gb:AF061736.1 gb:NM^004223.1 


NM_004223 

1 




NP_004214 


201661_s_at 


0.034721 


gb:NM_004457 2 7DEF=Homo 
sapiens fatty-acid-Coenzyme A 
ligase, long-chain 3 (FACL3), 
mRNA. /FEA-mRNA 
/GEN=FACL3 /PROD=long-chain 
lauy-acia-ooenzyme m iigase o 
/DB_XREF=gi: 12669907 
/UG=Hs.268012 fatty-acid- 
Coenzyme A ligase, long-chain 
3 /FL=gb:NM_004457.2 
gb:D89053,1 gb:AF116690.1 


NM_00,4457 




NP_004448 


1 
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Gene 

Identifier 

y ■ 


p-value 


Description 


Gene 

Accession 

No. 


Unigene v 

Accession 

No. 


Protein 

Accession 

No. 


20168d_x_at 


0.046749 


gb:NM_01 5908.1 /DEF=Homb 
sapiens arsenate resistance 
protein ARS2 (ARS2), mRNA. 
/FEA=mRNA /GEN=ARS2 

/ r (xvJL^— dl oci idle 1 cololallLrC; 

/UG=Hs.111801 arsenate 
resistance protein ARS2 
/FL=gb:BC000082.1 
gb:AF082871.1 c|b:NM_015908.1 


NM_0i5908 




NPJ5|6992 


201683 X at 


0.038017 


KIAA0737 gene product 


BE783632 


Hs. 194035 


NP 055643 


201690 s at 


0.049425 


tumor protein D52 


BE974098 


Hs.2384 


NP 005070 


201697_s_at 


0.025284 


gb:NM_001379.i /DEF=Honfio 
sapiens DNA (cytosine-5-)- 
nnethyltransferase 1 (DNMT1), 

/nFM=nNMTi /pRnn=nMA 
(cytosine-5-)-methyltransferase 1 
/DB_XREF=gi:4503350 

/I iri— He UAfVy r^MA 7r\/tncino-*% \ 
1 llcll lyiLIdllolcldbc .1 

/FL=gb:NM_001 379.1 


NM_001379 




NP_001370 


201711 X at 


0.025284 


RAN binding protein 2 


AI681120 


Hs. 179825 


NP 006258 


201720_s_at 


0.034721 


Lysosonnal-associated 
nnultispanning membrane protein-5 


AI589086 


Hs.79356 


NP_006753 


201728 s at 


0.018693 


KIAA01 00 gene product 


AA904674 


Hs. 151 761 




201739_at 


0.046749 


gb:NM_005627.1 /DEF=Homo 
sapiens serumglucocorticoid 
regulated kinase (SGK), mRNA. 
/FEA=mRNA /GEN=SGK 
/PROD=serumgIucocorticoid 
reguidiea Kinase 
/DB_XREF=gi:5032090 
/UG=Hs.296323 
serumgiucocprticoid regulated 
kinase /FL=gb:BC001263.1 
gb:Niyfl 005627.1 gb:AF1 53609.1 


NM_005627 




NP_005618 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


20i748_s_at 


0.036254 


gl):N|\/(_002967.1 /DEF=Homo 
sapiens scaffold attachment 
factor B (SAFB), mRNA. 
/rtA-mKINA /otiN— oMrtJ 

/PROD=scaffolcl attachment 
factor B /DB_XREF=gi:4506778 
/UG=Hs,23978 scaffold 
attachment factor B 
/FL=gb:U72355.1 
gb:NM 002967.1 


NM_002967 




NP^002958 


201775_s_at 


0.046749 


Consensus includes 
gb:AA676790 /FEA=EST 

/r\Q VOCE— rti-OftCV'^'l o 

/UD__AKcr— gi.ZDO/ o 12. 
/DB XREF=est:2j64h12.s1 
/CLONE=IMAGE:455111 
/UG=Hs.62515 KIAA0494 gene 
product /FL=gb:BC002525.1 
gb:AB007963.1 gb:Ni\/|_014774.l' 


AK001487 ■ 




NP1055589 


2(31853_s_at 


0.018023 


gb:NM_021873.1 /DEF=Homo 
sapiens cell division cycle 25B 
(CDC25B), transcript variant 3, 

mQKIA /EPA— mDKlA 
nrlKIMn. /r EA— mKINM 

/GEN=CDC25B /PROD=ceII 
division cycle 25B, isoform 3 
/DB_XREF=gi:1 1641412 

/UG=Hs. 153752 cell division 
cycle 258 /FL=gb:NM_021 873.1 


NIVI^021873 




NP^068660 


201856_s_at 


0.034721 


gb:BC000376.1 /DEF=Homo 
sapiens, clone MGC:8379, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Unknown 
(protein ror ivnju.oj/yj 
/DB_XREF=gi:12653216 , 
/UG=Hs.173518 M-phase 
phosphoprotein homolog 
/FL=gb:BC000376.1 
gb:BC000746.1 gb.AFI 00742.1 
gb:NM_016107.1 


BC000376 






201858^s_at 


0.034721 


gb:J03223.1 /DEF=Human 
secretory granule proteoglycan 

cds. /FEA=mRNA /GEN=PRG1 

/DB_XREF=gi:190419 
/UG=Hs.1908 proteoglycan 1, 
secretory granule 
/FL=gb:J03223.1 

gb:NiVI-002-7-2-7.1 : 


J03223 




NP_002718 
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Gene 
Identifier 


p-yalue . 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201861_s_at 


0.01 8023 


leucine rich repeat (in FLII) 
interacting protein 1 


BF965566 


Hs. 326 159 


NP_004726 


201878_at 


0.046749 


Consensus includes gb:N25546 
/FEA=EST 

/DB_XREF=gi:1 139894 
/DR XRFF=p<5t-\/y7Rf>(Ti e:1 

1 UU /\I\L-I — COl.yAf \JV^\J^,0 1 

/CLONE=IMAGE:267680 
/UG=Hs. 181461 ariadne 
(Drosophila) homolog, ubiquitin- 
conjugating . enzyme E2-binding 
protein, 1 /FL=gb:AF072832.1 
gb:NM_005744.2 


NM_005744 


• 


NP_005735 


20l879_at 


0.034721 


Consensus includes gb:AI694332 
/FEA=EST 

/DB_XREF=gi:4971672 
/DR XRFF=p<;t'\A/d4'Sp1 1 y1 
/CLONE=IMAGE:2331 116 
/UG=Hs. 181461 ariadne 
(Drosophila) homolog, ubiquitin- 
conjugating enzyme E2-binding 
protein, 1 /FL=gb:AF072832.1 
gb:NM_005744.2 


NM_005744 




NP_005735 


201883^s_at 


0.049425 


gb:D29805.1 7DEF=Human 
mRNA for beta-1,4- 
galactosyltransferase, complete 
cds. /FEA=mRNA /PROD=beta- 
1 ,4-galactosyltransferase 

/DR XRFF=ni-474Qftfi 
/UG=Hs.198248 UDP- 
Gal:betaGlcNAc beta 1,4- 
gaiactosyltransferase, polypeptide 
1 /FL=gb:NM 001497.1 ^ 
gb:P29805.1 


P29805 




NP_001488 


201888_s^at 


0.034721 


gb:U81379.3 /DEF=Homo 
sapiens interleukin-13 receptor 
mRNA, complete cds. 
/FEA=mRNA /PROD=interleukin- 

# 1 II II \i It 1 \ 1— ' II iLwi iwurvii 1 

13 receptor 
/DB_XREF=gi: 5870850 
/UG^Hs.285115 interleukin 13 
receptor, alpha 1 
/FL=gb:NI\/l 001560.1 
gb:U81 379.3 


U81379 




NP_001551 
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Gen , 
Identifier 


p-value 


Description 


Gene 
Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


201953_at 


0.046749 


gb:NM_006384.2 /DiF=Homo 
sapiens" calcium and integrin 
binding protein (DNA-dependent 
protein kinase interacting protein) 
(SIP2-28), mRNA. /FEA=mRNA 
/GEN=SIP2-28 /PROD=calcium 
and integrin binding protein 
/DB_XREF=gi:9951921 
/UG=Hs. 10803 calcium and 
iniegnn uinaing proiein ^uinm- 
□epenacni proiein Kinase 
interacting protein) 
/FL=gb:BC000846:1 gb:U83236.1 
gb:U82226.1 gb:U85611.1 
gb:NM_006384,2 


NM_006384" 




NP_006375 


201959 s at 


0.026013 


KIAA0916 protein ' 


AA488899 


Hs. 151 411 " 


NP 055872 


201967_at 


0.046749 


gb:NM_005777.1 • /DEF=Homo 
sapiens RNA binding motif 
protein 6 (RBM6), mRNA. 
/FEA=mRNA /GEN=RBM6 
/PROD=RNA binding motif 
proiein o /up_v\KtrT'gi.oupzUo4 
/UG=Hs. 173993 RNA binding 
motif protein 6 
/FL=gb:AF042857.1 
gb:AF069517.1 gb;U50839.1 
gb;AF091264.1 gb:NM_005777.1 


Nl^_005777 




NP^005768 


20198d_s_at 


0.046749 


gb:NM_01 2425.2 /DEF=Homo 
sapiens Ras suppressor protein 
1 (RSU1). mRNA. /FEA=mRNA 
/utiN— KoUi /rKUu— ras 
suppressor protein 1 
/PB_XREF=gi: 10800408 
/UG=Hs.7555i Homo sapiens 
Ras suppressor protein 1 
(RSU1), mRNA 
/FL=gb:NM 012425.2 


NM_012425 




NP^036557 


201992_s_at 


0.025284 


gb:NM_004521.1 /DEF=Homo 
sapiens kinesin family member 

v?D ^rxirOD^, llir\INr\. /i Cr\— II Irx IN/A 

/GEN=KI F5B /PRpD=kinesin 
family member 58 
/DB_XREF=gi:4758647 
/UG=Hs 149436 kinesin family 
member 5B • 
/FL=gb:NM_00452i;i 


NM_004521 




NP_004512 
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Gene List Correspondinq to Figure 19 - Coronary Art ry 


Disease 






Gene ^ 


p-va|u 


Description 


Gene 

Accession 
No. 


Unjgene 

Accession. 

No. 


Protein 

Accession 

No. 


201996_s_at 


0.019292 


SMART/HDAC1 associated 
repressor protein 


AL524d33 


Hs. 184245 


NP_055816 


201998_at 

: ' ■ \ 


0.034721 


sialyltransferase 1 (beta- 
galactoside alpha-2.6- 
sialytransferase) 


AI743792 


Hs.374528 " 


NP_775324 


202p00_at 


0.034721 


gb:BC002772.1 /DEF=Homo 
sapiens, NADH deliydrogenase 
(ubiquinone) 1 alpha 
subcomplex, 6 {14kD, B14), 
clone MGC:3686, mRNA, . 
complete cds. /FEA=mRNA 
/PROD=NADH dehydrogenase 
(ubiquinone) 1 alphasubcomplex, 
6 M4kD R14^ 
/DB_XREF=gi; 12803858 
/UG=Hs.274416 NADH 
dehydrogenase (ubiquinone) 1 
alpha subcomplex, 6 (14I<D, 
B14) /FL=gb:BC002772.1 
gb:AF047182.1 gb:NM_002490.1 


BC002772 




NP_002481 


20?028_^s_at 


0.046749 


Consensus includes 
gb:BC000603.1 /DEF=Homo 
sapiens, ribosomal protein L38, 
clone MGC-1637 mRNA 
complete cds. /FEA=mRNA 
/PROD=ribbsomal protein L38 
/DB_XREF=gi:li2653644 
/UG==Hs.2017 ribosomal protein 
L38 /FL=gb:BC000603.1 
gb:NM_000999.1 


BC000603 




NP_000990 


202073 at 


0.018023 


optineurin . 


AV757675 


Hs.278898 


NP 068815 



M 
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dene List Correspondinq to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p^value 


Description . 


G ne 

Accession 
No. 


Uhigene 

Accessipn 

No. 


Protein 

Accession 

No. 


202074_s_at 


0.040064 


gb:NM_021980.1 /DEF=Homo 
sapiens tumor necrosis factor 
alpha-inducible cellular protein 
containing leucine zipper 
domains; Huntingtin interacting 
protein L; transcrption factor IIIA- 
interacting protein (FIP2), mRNA. 
/FEA=mRNA /GEN=F1P2 
/PROD=tumor necrosis factor 
alpha-inducible cellularprotein 
containing leucine zipper 
domains; Huntingtininteracting 
protein L; transcrption factorlllA- 
interacting protein 
/DB_XREF=gi:11415041 
/UG=Hs.278898 tumor necrosis 
idviui dipiid-inciuciijic uciiuicir 

piULt^lfl UUIILall III mUUIIIc? Z.ippt;i 
rlomainc" Hiinfinnfrin inforci^Kmn 

uuiiiciiMo, nuiiuiiyiiii iiiic^iciouiiy 

protein L; transcrption factor lilA- 

interacting protein 
/FL=gb:NM_021980.1 


NM_(}2198q 




NP_068815 


202118 s at 


0.034721 


copinelH 


AA541758 


Hs.14158 


NP 003900 


202136 at 


0.025284 


adenovirus 5 El A binding protein 


BE250417 


Hs.301449 


NP 006615 


202138_x_at 


0,018023 


gb:NM_006303.2 /DEF=Homo 
bapiciib J 1 V 1 geric i v i j, 
mRNA. /FEA=mRNA /GEN=JTV1 
/PR0D=JTV1 
/DB_XREF=gi: 11 1 25769 
/UG=Hs.301613 JTVI gene 
/FL=gb:NM_006303.2 ' 
gb:U24169.1 gb:BC002853.1 


NM_006303 




NP_0P6294 


202147_s_at 


0.046749 


gb:NM_001550.1 /DEF=Homo 
sapiens interferon-related 
developmental regulator 1 
(IFRP1). mRNA. /FEA=mRNA 
/vjcin— irr\u i /r'rv'ULJ— inierreron- 
related developmental regulator 
1 /PB_XREF=gi:4504606 
/UG=Hs.7879 interferon-related 
developmental regulator 1 
/FL=gb.BC001 272. 1 
gb:NM 001550.1 


NM_00i550 




NP_001541 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 

Identifi r . 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2p2151^s_at 


0.027239 


gb:NM_016172.1 7DEF=Homo 
sapiens putative glialblastoma 
cell differentiation-related 
(GDBR1), mRNA, /FEA=mRNA 
/GEN=GDBR1 /PROD=putative 

yiialUlcloLUI I Id UcUUI 1 1 CI d lUdLIUl 1 

related protein 

/nR y RFF-ni'77n'^'^ftn 
/ UD^ArxCr — y 1, / I \jDOO\J 

/UG=Hs.9194 putative 
glialblastoma cell differentiation- 
related /FL=gb:BC004967.1 
gb:AF176796.1 gb:NM„016172.1 


NM_01(B172 




NP_057256 


202156_s_at 


0.046749 


CUG triplet repeat, RNA binding 
protein 2 ' 


N36839 


Hs.211610 . 


NP_006552 


20216i^at 


0.018222 


gb:NM_002741.1 /DEF=Homo 
sapiens protein kinase C-like 1 

/GEN=PRKCL1 /PROD=protein 
kinase C-like 1 
/PBi.XREF=gi:4506072 
/UG=Hs.2499 protein kinase C- 
like 1 /FL=gb:U33053.1 
gb:NM_0b2741.1 gb:D26181.1 


Nl\/I_002741 




NP_002732 


202166_s_at 


0.025284 


gb:Ni\/l_006241.1 /DEF^Homo 
sapiens protein phosphatase 1, 
regulatory (inhibitor) subunit 2 
(PPP1R2), mRNA. /FEA=mRNA 
/GEN=PPP1R2 /PROD=protein 

pilU9|Jllaldoc; 1, icyuidlUiy 

{inhibitor)subunit 2 
/DB_XREF=gi:5453945 
/UG?=Hs.267819 protein 
phosphatase 1 , regulatoVy 
(inhibitor) subunit 2 
/FL=gb:NM_006241.1 


NM_006241 




NP_^006232 


202171_at 


0.025284 


Consensus includes 
ab'AU14627'5 /FFA=FST 
/DB_XREF=gi: 11007796 
/DB_XREF=est:AU 146275 
/CLONE=HEMBB1000004 
/UG-Hs.6557 zinc finger protein 
161 /FL=gb:D28118.1 
gb:NiV|_007146.1 


NM_007146 




NP_009077 
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Gene List Corresponding to Figure 19 r Coronary Artery Diseas 






Gene 
Identifier 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


202207_at 


0.046749 


Consensus includes • 
gb.BG435404 /FEA=EST 
/DB_XREF=gi: 13341 910 
/DR XRFF=p<itfin9';n7R78F1 
/CLONE=IMAGE:4605066 
/UG=Hs.111554 ADP-ribosylation 
factor-like 7 /FL=gb:BC001051.1 
gb:AB016811.1 gb:NM_005737.2 


NM_005737 




NP_005728 


202208_s_at 


0.018222 


gb:BC001 051.1 /DEF=Homo 
sapiens, ADP-ribosylation factor- 
like 7, clone MGC:1575, mRNA, 
complete cds. /FEA=mRNA 
/PROD=ADP-ribosylation factor- 

/UG=Hs.111554 APP-ribosylation 

factor-like 7 /FL=gb:BC001051.1 
gb:AB016811.1 gb:NM_005737.2 


BC001051 




Nl^_005728 


202216^x_at 


0.036254 


gb:Be005003.1 /DEF=Homo 
sapiens, nuclear transcription 
factor Y, gamma, clone 
MGC:792, mRNA, complete cds, 
/FEA=mRNA /PROD=nuclear 
transcription factor Y, gamma 

/UG=Hs.168157' nuclear 
transcription factor Y, gamma 
/FL=gb:NM_01 4223.2 
gb:D85425.1 gb:BC005003.1 
gb:D89986.1 


BC005003 




NP_055038 


202220_at 


0.034721 


gb:NM_014949 1 /DEF=Homo 
sapiens KIAA0907 protein. 
fKIAA0907^ mRNA /FEA=mRNA 
/GEN=KIAA0907 
/PROD=KIAA09b7 protein 
/DB_XREF=gi:7662371 
/UG=Hs.24656 KIAA0907 protein 
/FL=gb:AB020714.1 
gb:NM 014949.1 


NM_014949 




NP_055764 
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Gene List Corresponding to Figur 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description . 


Gene 
Accession 
No. ' 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


202230_s_at 


0.046749 


gb:NM_006387.2 /DEF=Homo 
sapiens protein with 
polyglutamine repeat; calcium 
(ca2+) homeostasis endoplasmic 
reticulum protein (ERPROT213- 
21), mRNA. /FEA=mRNA 
/GEN=:ERPROT213-21 
/PROD=protein with 
polyglutamine repeat; 
calcium(ca2+) homeostasis 
endoplasmic reticulum protein 
/DB__XREF=gi: 11 055968 
/LJG=Hs 6430 orotein with 

I \J\^ I i-^.\J^\J\J fJlyJK^Mi Willi 

polyglutamine repeat; calcium 
(ca2+) homeostasis endoplasmic 
reticulum protein 
/FL=gb:CJ94836.2 
gb:NM_006387.2 


NM_006387 


J 


NP_006378 


202265_at 


0.025284 


gb:NM_005180.1 /DEF=Ho,mo 
sapiens murine leukemia viral 
(bmi-1) oncogene homolog 
(BMI1), mRNA. /FEA=mRNA 

/GFN=BMI1 /PRnD=mijrinp 

leukemia viral ,{bmi-1) oncogene 
homolog /DB_XREF=gi:4885094 

/UG=Hs 431 murine leukemia 

/ \J \^ 1 io.~v./ 1 1 1 lui II 1^ i^uix^i 1 lid 

viral (bmi-1) oncogene homolog 
/FL=gb:L13689.1 

gb:NM__005180.1 


NM_005180 




NP_005171 


20230i;.s_at 


0.025284 


hypothetical protein FLJ 1 1 021 
similar to splicing factor, 

arginine/serine-rich 4 


BE396879 

( 


Hs.81648 


NP_075388 


202369_s_at 


0.027792 


gb:NM_012288.1 7DEF=Homo 
sapiens TRAM-like protein 

^KIAAOn'S?^ mRNA /FFA=mRNA 

^r\l/AAAWwOl y, llllxiMrA. / n L-AA— 1 1 1 IAIN/A 

/GEN=KiAA0057 /PROD=TRAM- 
like protein 

/DB_XREF=gi:6912449 
/UG=Hs. 153954 TRAM-like 
protein /FL=gb:D31 762.1 
gb;NM_012288.1 


NM_012288 




NP_036420 
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Gene List CorresDondina to Fiaure 19 t Coronary Artery Disease 






Geh 

Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


202378_s_at 


0.049425 


gb:N|\/l_017526.1 ■7DEF=Homo' 
sapiens leptin receptor gene- 
related protein (HSOBRGRP), 
mRNA. /FEA=mRNA 
/GEN=HSOBRGRP /PROD^Ieotin 
receptor gene-related protein 
/DB_XREF=gi:8923784 
/UG=Hs.23581 leptin receptor 
gene-related protein 
/FL=gb:NM__01 7526.1^ 


NM_^017526 




NP_059996 


202393_s_at 


0.046749 


gb:NM_005655.1 /DEF=Homo 
sapiens TGFB inducible early 
growth response (TIEG), mRNA. 
/FEA=mRNA /GEN=TIEG 
/PROn=T(^FB inducible earlv 

growth response 

/DB_XREF=gi':5032176 
/UG=Hs.82173 TGFB inducible 
early growth response ' 
/FL=gb:U21847.1 
gb:NM. 005655.1 


NM_005655 




NP_005646 


202426_S_,at 


0,018023 


Consensus includes 
ab BE675800 /FEA=EST 
/DB_XREF=gi; 10036341 
/DB XREF=est-7f16c05x1 
/CLONE=IMAGE:3294824 
/UG=Hs.20084 retinoid X 
receptor, alpha 
/FL=qb:NM 002957.2 


NM_002957 




NP_002948 


202438_x_^at 


0.034721 


iduronate 2-sulfatase (Hunter 
syndrome) ; 


BF346014 


Hs 172458 




202439_s_at 

/ 


0.034721 


gb:NM_000202.2 /DEF=Homo 
sapiens iduronate 2-sulfatase 
(Hunter syndrome) (IDS), 
transcript variant 1, mRNA. 
/FEA=mRNA /GEN=IDS 
/P RO D= id u ronate^2-su If atase 
isoform a precursor 
/DB_XREF=gi:5360215 
/UG=Hs. 172458 iduronate 2- 
sulfatase (Hunter syndrome) 
/FL=gb:i\/l58342.1 
gb:NM_000202.2 


NM_000202 




NP_,006114 
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Gene List Corresponding to Figure 19 - Coronary Artery [ 


Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein ' 

Accession 

No. 


:202461_at 


0.046749 


gb:NM_014239.i /DEF=Homo 
sapiens eukaryotic translation 
initiation factor 2B, subunit 2 
(beta, 39kD) (EIF2B2), mRNA. 
/FEA=mRNA /GEN=EIF2B2 
/PROp=eukaryotic translation 
initiation factor 2B,subunit 2 
(beta, 39kD) 

/r^R yRFF=ni-7fi^7n'^7 
/ L/p^^/NrNLr— yi. f vJsi? / Uv? / 

/UG=Hs,1 70001 eukaryotic 

translation initiation factor 2B, 

subunit 2 (beta, 39kD) 

yFL=gb:BC000494.1 

gb:BC003165 1 gb:AFd3528p.1 : 

gb:NM_014239.1 


NM_0i4239 




NP_055054 


202466_at 


0:034721 


gb:NM_006999.2 /DEF=Homo 
sapiens topoisomerase-related 
function protein 4-1 (TRF4), 
mRNA. /FEA=mRNA 
/GEN=:TRF4 

/PRr^ri=frinriiQnmpri3Q^-rolaf^H 

function protein 4-1 
/DB_XREF-gi:6631114 
/UG==Hs.225951 topoisonnerase- 
reiated function protein 4-1 
/FL=gb:AB005754.3 
gb:NM_006999.2 


NM_006999 




NP_008930 


202491 s at 

t 


0.018023 


gb:NI\/l_003640.1 /DEF=Homo 
sapiens inhibitor of kappa light 
polypeptide gene enhancer in B- 
cells, kinase complex-associated 
protein (IKBKAP), mRNA. 
/FEA=mRNA /GEN=IKBKAP 
/PROD=inhibitor of kappa light 
polypeptide geneenhancer in B- 
cells, kinase complex-associated 
protein /DB_XREF=gi:4504628 
/UG=Hs 31323 inhibitor of kaooa 
light polypeptide gene enhancer 
in B-cells, kinase complex- 
associated protein 
/FL=gb:AF1 5341 9.2 
gb:AF044195.1 gb:NM 003640.1 


NM_003640 




NP_003631 
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Gene 
Identifier 


p^value 


Description 


Gene 

Accession 

No. 


Unigen 

Accession 

No. 


Protein 

Accession 
No. 


20251 5_^at 


0.0'46749 


Cfonsensus includes 
gb:BG251175 /FEA=EST 
/DB XREF=gi: 12760991 
/DB_XREF=est:602364982F1 
/CLONE=IMAGE:4473165 
/UG=Hs. 154294 discs, large 
(Drosopliila) iiomolog 1 
/FL=gb:NM 004087.1 
gb:U 13896.1 


NM_004087 




NP_^004078 


202524 s at 


0.018023 


gb;NM_d14767.1 /DEF=Homo 
sapiens KIAA0275 gene product 
fKIAA0275) mRNA /FEA=mRNA 

/GEN=KIAA0275 
/PROD=KIAA0275 gene product 
/DB_XREF=gi:7662035 
/UG=Hs,74583 K1AA0275 gene 
product /FL=gb:D87465.1 
gb:NM_014767.1 


KlM_014767 




NP_;055582 


202526;^at 


0.034721 


Consensus includes gb:U44378.1 
/DEF-Human homozygous 
deletion target in pancreatic 
carcinoma (DPC4) mRNA. 
complete cds. /FEA=mRNA 
/GEN=DPC4 /PR0D=Dpc4 
/DB_XREF=gi: 1163233 
/UG=Hs.75862 MAD (mothers 
against decapentaplegic, 
Drosophila) homolog 4 
/FL=gb:U44378.1 'gb:BC002379.1 
gb:NM_005359.1 


U44378 


: 


MP_005350 


202548_s_at 


0.025284 


gb:NM_003899.1 /DEF=Homo 
sapiens PAK-interacting 
exchange factor beta (P85SPR), 
mRNA. /FEA=mRNA 
/GEN=P85SPR /PROD=PAK- 
intpractina exchanae factor beta 
/DB_XREF=gi:4505572 
/UG=Hs 172813 PAK-interactina 

1 1 iw> 1 1 1^ 1 rii X 11 ly^i VAwiii lu 

exchange factor beta 

/FL=gb:D63476.1 
gb:NM^003899.1 


NM_003899 




NP_663788 


202554_s_at 


0.042466 


glutathione S-transferase. M3. 
(brain) 


AL527430 


Hs.2006 


NP_000840 


202559 X at 


0.023856 


DKFZP547E1 010 protein 


AW005776 


Hs.323817 


NP 056422 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


202561_at 


0.018023 


Consensus includes 
gb:AFG70613.1 /DEF=Homo 
sapiens done 24585 mRNA 
sequence. /FEA=mRNA 
/DB_XREF=gi:3387995 
/UG=Hs.131814 tankyrase, TRF1- 
interacting ankyrin-related ADP- 
ribose polymerase 
/FL=gb:AF082556.1 
gb:NiV|_003747.1 


AF070613 


• 


NP^003738 


202621_at 


0.046749 


gb:NM_001571.1 /DEF=Homo 
sapiens interferon regulatory 
factor 3 {IRF3), mRNA. 
/FEA^mRNA /GEN=IRF3 
/PROD=interferon regulatory 
factor 3 /DB_XREF=9i.4504724 
/UG=Hs.75254 interferon 
regulatory factor 3 
/FL=gb.NM„001571.1 


NIVI_001571 




NP_001562 


202642_s_at 


0.034721 


gb;NM_003496.1 /DEF=Homo 
sapiens 

transformationtranscription 
domain-associated protein 
(TRRAP), mRNA. /FiA=mRNA 
/GEN=TRRAP 

/PROP=transformationtranscription 

domain-associatedprotein 

/DB_XREF=gi:4507690 

/UG=Hs.203952 

transformationtranscription 

domain-associated protein 

/FL=gb:AF076974.1 

gb:NM_003496.1 


NM_003496 




NP_003487 


202687_s_at 


0.046749 


gb;U57059.1 /DEF=HomQ 
sapiens Apo-2 iigand mRNA, 
complete cds. /FEA=mRNA 
/PROD=Apo-2 Iigand 
/DB_XREF=gi: 1336207 
/UG=Hs.83429 tumor necrosis 
factor (Iigand) superfamily, 
member 10 /FL=gb:U37518.1 
gb:U57059.1 gb:NM 003810.1 


U57059 


.... 


NP_003801 
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Gene List Correspondina to Fiaure 19 Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unig n 

Accession 

No. 


Protein. 

Accession 

No. 


202747_s^at 


0.(D18693 


gb:NM_004867.1 /DEF=Homo 
sapiens integral membrane 
protein 2A (iTM2A), mRNA. 
/FEA=mRNA /GEN=ITM2A 

/PROn=intearal membrane 
protein 2A 

/DB XREF=ai-4758223 
/UG=Hs.17109 integral 
membrane protein 2A 
/FL=gb:AF038953.1 
gb:NM_004867.1 


NM_004867 




NP_004858 


202759_s_at 


0.026842 


A kinase (PRKA) anchor protein 2 


BE879367 


Hs.42322 


NP_671492 


202771 _at 


0.026013 


gb:NM_014745.1 /DEF=Homo 
sapiens KIAA0233 gene product 
('KIAA0233^ mRNA /FEA=mRNA 
/GEN=KIAA0233 
/PROD=KIAA0233 gene product 
/DB_XREF=gi:7662013 
/UG=Hs.79077 KIAA0233 gene 
product /FL=gb:D87071.1 
gb:NM_014745.1 


NM_014745 




NP_^055560 


202775_s_at 


0.034721 

L 


gb:NM_004592.1 7DEF=rHomo 
sapiens splicing factor, 
arginineserine-rich 8 (suppressor- 
of-white-apricot, Drosophila 
homolog) (SFRS8), mRNA. 
/FEA=mRNA /GEN=SFRS8 
/PROD=splicing factor, 
arginineserine-rich 8(suppressor- 
of-white-apricot, Drosophila 
homolog) /DB_XREF=gi:4759l01 
/UG=Hs.84229 splicing factor, 
arginineserine-rich 8 (suppressor- 
of-white-apricot, Drosophila 
homolog) /FL=gb:NM_004592.1 
gb:U08377.1 


NM_004592 




NP_689421 



r 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


P scription 


Gen 

Acq ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


20278O_at 


0.035763 


gb:NM_00043"6.1 7bEF=Hom6 " 
sapiens 3-oxoacid CoA 
transferase (OXCT), nuclear 
gene encoding mitochondrial 
orotein mRNA /FEA=mRNA 
/GEN^OXCT /PROD=3-oxoacid 
CoA transferase precursor 
/DB_XREF=gi;4557816 
/UG-Hs. 177584 3-oxoacid CoA 
transferase /FL=gb;U62961.1 
gb:NM_000436.1 


NM_000436 




NP_000427 


2Ci2786_at 


0.046749 


gb:NM_01 3233.1 /DEF=Homo 
sapiens Ste-20 related kinase 
(SPAK), mRNA. /FEA=mRNA 
/GEN=SPAK /PROD=Ste-20 
related kinase 
/PB_XREF=gi:7019542 
/UG=Hs. 199263 Ste-20 related 
kinase /FL=gb:AF01 7635.1 
gb:AF099989.1 gb:AF030403.1 
gb:NM„013233.1 


NM^013233 




NP_037365 


202787_s_atv 


0.034721 


gb:U43784.1 /DEF=Human 
mitogen activated protein kinase 
activated protein kinase-3 
mRNA, complete cds. 
/FEA=mRNA /PROP=mitogen 
activated protein kinase 
activatedprotein kinase-'3 
/DB XREF=ai' 1256004 
/UG=Hs.227789 mitogen- 

aptivatpH nrntpin kina^P-^ptivjitprl 

CiwllVCILwvl |k^iWlwlll i\ll IClOw Cl^^UVCllwU 

protein kinase 3 
/FL=gb:U09578.1 gb:U43784.1 
gb:BC001662.1 gb:NM_004635.1 


U43784 




NP^004626 

f 


202822_at 


0.025284 


LIM domain containing preferred 
translocation partner in lipoma 


AL044018 


Hs. 180398 


NP_005569 


202900_s_at 


0.028893 


gb:MM_0d2532.2 /DEF=Homo 
sapiens nucleoporin 88kD 
(NUP88), mRNA. /FEA=mRNA 
/GEN=NUP88 
/PROD=nucleoporin 88kD 
/DB_XREF=gi:5729954 
/UG=Hs.172108 nucleoporin 
88kD /FL=gb:BC000335.1 
gb:NM 002532.2 


Nl\fl_002532 




NP_002523 



2523 



Gene LM Corr sponding to Figur 19 - Coronary Artery Disease 






G n 

id ntifi r 


p-value 


b scriptipn 


Gene' 
Acc ssion 
No. 


Unigene 
Acc. ssion 
No. 


Protein 

Accession 

No. 


202?02_s_at 


0.025284 


gb:NM_004079.1 /DEF=Homo 
sapiens cathepsin S (GTSS), 
mRNA. /FEA=mRNA 
/GEN=CTSS /PROD=cathepsin S 
/DB_XREF=gi:4758097 
/UG=Hs.18i301 cathepsin S 
/FL=gb;BC002642.1 gb:M86553.1 
9b:NM_004079,1 gb:M90696.1 


NM_004079 




NP_004070 


202917_s_at 


0.034721 


gb:NM_0d2964:2 '/DEF=Homo 
sapiens SI 00 calcium-binding 
protein A8 (calgranulin A) 
(S100A8) mRNA /FEA=mRNA 

/GEN=S100A8 /PROD=S100 
calcium-binding protein A8 
/DB_XREF=gi:9845519 
/UG=Hs.100000 S1 00 calcium- 
binding protein AS (calgranulin 
A) /FL=gb:NM_002964.2 


NM_002964 




NP_002955 


202943_s_at 


0.046749 


gb:M38083.1 /DEF=Humari alpha- 
N-acetylgalactosaminidase 
mRNA, complete cds. 
/FEA=mRNA /PROD=alpha-N- 
acetvlaalactosaminidase 
/PB_XREF=gi: 189054 
/UG=?Hs.75372 N- 
acetylgalactosaminidase, alpha- 
/FL=gb:BC000095.1 gb:M62783.1 
gb:M38083.1 gb:NM_000262.1 


M38083 




NP_O00253 


202962_at 


0.036254 


gb:NM^01 5254.1 /DEF=Homo 
sapiens kinesin family member 
13B (KIF13B), mRNA. - 
/FEA=mRNA /GEN=KIF13B 
/PROD=kinesin fan^ily member 
13B /DB_XREF=gi:13194196 
/UG-Hs.15711 kinesin family 
member 13B /FL=gb:AL583912.1 
gb:NM_01 5254.1 gb:AF279865.1 


NM_015254 




NP_056069 


202975_s_at 


0.019657 


Rho-related BTB domain 
containing 3 


N21138 


Hs. 10432 
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Gene ' 
Id ntifier 


p-value 


D scription 


Gene 

Accession 

No. 


Unigene 
Accession 
No. / 


Protein 

Accession 

No. 


203007^x_at 


0.018023 


gb:AF077198.1 /DEF=Homo 
sapiens lysophospholipase 
mRNA, complete cds. 
/FEA=mRNA 

/PROri=!\yQnnhoQnhnliriaQs» 

/PB_XREF^gi:46790G9 
/UG=I-I,s.12540 lysophospholipase 
1 /FL=gb;AF081281.1 
gb:AF077198.1 gb:NM 006330.1 
gb:AF291 053.1 


AF077198 




NP_006321 


203026^at 


0.018023 


gb;NM_014872.1 /DEF.=Homo 
sapiens KIAA0354 gene product 

^KIAAn'^'i4^ mRNA /FEA=mRNA 
/GEN=KIAA0354 
/PROD=KIAA0354 gene product 
/DB_^XREF=gi:7662073 
/UG=Hs.3682 KIAA0354 gene 
product /FL=gb:AB002352.1 
gb:NM^0i4872.1 


NM_014872 




NP_055687 


203Q62_s_at 


0.018023 


gb:NM_014641.1 7DEF=Homo 
sapiens K1AA0170 gene product 
^KIAA0170^ mRNA /FPA=mRNA 

/GEN=KIAA0170 
/PROD=KIAA0170 gene product 
/DB_XREF=gi:7661965 
/UG=Hs.277585 KIAA0170 gene 
product /FL=gb;D79992.1 
gb:NM 614641.1 


NM_01464l 




NP_055456 


203082^at 


0.018023 


gb:NM_01 4753.1 /DEF=H6mo 
sapiens KIAA0187 gene product 
fKIAA0187^ mRNA /FEA=mRNA 

/GEN=KIAA0187 

/PROD=KIAA0187 gene product^ 
/DB_XREF=gi:7661979 
/UG=Hs. 10848 KIAA0187 gene 
product /FL=gb:D80009.1 
gb:NM_01 4753.1 


NM^014753 




NP_055568 


2iD3159_at 


0.034721 


gb:NM_014905.1 /DEF=Homo 
sapiens glutaminase (GLS), 

/PB_XREF=gi:7662327 
/UG=Hs.239189 glutaminase 
/FL=gb:AF327434.1 
gb:AB020645.1 gb;AF097493.1 
gb:AF223943.1 gb:NM 014905.1 


NM_0149p5 

■ 




NP^p55720 


203164 at 


0.025284 


acetyl-Coenzyme A transporter 


BE464756 


Hs.285176 


NP 004724 


203-18-1 -X- at. 


0.036254 


SFRS- protein, kinase-2— — 


AW149364— 


Hs.7-8353— 


NE .0031 29. 
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Gene 
Identifier 


p-value 


D scription 


Gene ' 

Accession 

No. 


Lihigene 

Accession 

No. 


Protein 

Accession 

No. 


203184_at 


0.034721 


gb:NM_001 999.2 /DEF-Homo 
sapiens fibrillin 2 (congenital 
cpntractural arachnodactyiy) 
(FBN2), mRNA. /FEA-mRNA 
/GEN=FBN2 /PROD=fibrillin 2 
/DB_XREF=gi:4755135 
/UG=Hs.79432 fibrillin 2 
(congenital contractu ral 
arachnodactyiy) /FL=gbjU03272.1 
gb:NM_001999.2 


NM_001999 




NP_001990 


203189_sjt 


0.046651 


gb:NM_002496.1 /DEF=Homo 
sapiens NADH dehydrogenase 
(ubiquinone) Fe-S protein 8 
(23I<D) (NADH-coenzyme Q 
reductase) (NDUFS8), mRNA. 
/FEA=mRNA /GEN=NDUFS8 
/PROD=NADH dehydrogenase 
(ubiquinone) Fe^S protein 
8(23kD) (NADH-coenzyme Q 
reductase) 

/DB XREF=ai-4505370 
/UG=Hs.90443 NADH 
dehydrogenase (ubiquinone) Fe- 
S protein 8 (23kP) (NADH- 
coenzyme Q reductase) 
/FL=gb:U65579.1 
gb:NM_002496.1 


NM_002496 


• ■■ - 


NP_002487 


203217_s_at 


0.025284 


gb:NM_003896.1 /DEF=Homo 
sapiens sialyltransferase 9 (CMP- 
NeuAc:lactosylceraniide a|pha-2,3' 
sialyltransferase; GM3 synthase) 
(SIAT9). mRNA. /FEA=mRNA 
/GEN=SIAT9 ^ 
/PROD=sialyltransferase 9 (CMP- 
NeuAc:lactosylceramidealpha-2,3- 
sialyltransferase; GM3 synthase) 
/DB_XREF=gl:4506954 
/UG=Hs.225939 sialyltransferase 
9 (CMP-NeuAc:lactosyleeramide 
alpha-2,3-sialyltransferase; GM3 
synthase) /FL=gb:AB01 8356.1 
gb:NM. 003896.1 gb:AF119415.1 


NM_003896 




NP_003887 
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Gene 
identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


203262_s3t, 


0.025284 


gb:NM_004699.1 /DEF=Homd 
sapiens DNA segment on 
chromosome X. (unique) 9928 
expressed sequence 
(DXS9928E), mRNA. 
/FEA=nnRNA /GEN=DXS9928E 
/PROD=XAP-5 protein 
IDE XREF=ai-4758219 
/UG=Hs.54277 DNA segment on 
chromosome X (unique) 9928 
expressed sequence 
/FL=gb:BC000028.1 gb:D83260.1 
gb:AD001 530.1 gb:NM_004699.1 


NM_004699 




NP_004690 


20328Cs_at 


0.035763 


gb;NM_003335.1 /DEF^Homo 
sapiens ubiquitin-activating 
enzyme E1-like (UBE1L), mRNA. 
/FEA=mRNA /GEN=UBE1L 
/PROD=ubiauitin-acti\/atina 
enzyme E1-like 
/DB_XREF=gi:4507766 
/UG=Hs.16695 ubiquitin-activating 
enzyme E1-like 
/FL=gb:NM_003335.1 
gb:L1 3852.1 


NM_003335 




NP_003326 


203314_at 


0.034721 


gb:NM_012227.1 /DEF=Homo 
sapiens Pseudoautosomal GTP- 
binding proteinriike (PGPL), 
mRNA. /FEA=mRNA 
/GEN=PGPL 

/PROD=Pseudoautosomal GTP- * 
binding protein-likeprotein 
/DB XREF=gi;6912587 
/UG=Hs.1p1033 
Pseudoautosomal GTP-binding 
protein-like /FL=gb:NM_01 2227.1 


NM_012227 




NP_036359 
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Gene List C rresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-valu 


D scription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


203338_at 


0.034721 


gb:NM_006246.1 /DEF=Homo 
sapiens protein phosphatase 2, 
regulatory subunit B (B56), 
epsilon isoform (PPP2R5E), 
mRNA. /FEA=mRNA 
/GEN-PPP2R5E /PROD=protein 
phosphatase 2, regulatory . 
subunit 8(856), epsilon isoform 
/DB XREF=ai-5453955 
/UG=Hs, 173328 protein 
phosphatase 2, regulatory 
subunit B (856), epsilon isoform 
/FL=gb:L76703,1 
gb:NM__006246.1 


NM_006.246 


i 

■ - 


NP_006237 


203375_^s_at 


0.046749 


gb:NM_003291.1 /DEF=Hpmo 
sapiens tripeptidyi peptidase 11 
/Tpp2\ mRNA /FEA=mRNA 

III 1^1, IIIIAI ^J\. 1 1- I r\ - 1 1 1 1 \ 1 

/GEN=TPP2 /PROD=tripeptidyl 
peptidase II 
/DB_XREF=gi:4507656 
/UG=Hs.1117 tripeptidyi 
peptidase II 7FL=;gb:M73047.1 
gb:NM 003291.1 


NM_^003291 




NP_003282 


203377_s_at 


0.018222 
• 


gb:NM_01 5891.1 /DEF=Homo 
sapiens pre'^mRNA splicing 
factor (PRP17), mRNA. 
/FEA=mRNA /GEN=PRP17 
/PROD=pre-mRNA splicing factor 
/DB_XREF=gi:7706656 
/UG=Hs.1 16674 pre-mRNA 
SDlicina factor 17 
/FL=gb:AF038392.1 
gb:AF061241.1 gb:NM_01 5891.1 


NM^015891 




NP_056975 


203434„s„at 


0.046749 


membrane metallo-endppeptidase 
(neutral endopeptidase, 
enkephalinase, CALLA, CD10) 


AI433463 


Hs.1298 


NP_009220 
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Gene 
Id ntif ier 


p-value 


D scription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


203504_s_at 


0.046749 


gb:NM_005502.1 /DEF=Homo 
sapiens ATP-binding cassette, 
sub-family A (ABC1), member 1 
(ABCA1), mRNA. /FEA=mRNA 
/GEN=ABCA1 /PROD=ATP- 

UIMUIiiy vaoocfLLc, oUU Idlllliy r\ 

member 1 

/DB_XREF=gi:5915657 
/UG=Hs.211562 ATP-binding 
cassette, sub-family A (ABC1), 
member 1, /FL=gb:AF165281.1 
gbiNIVi 005502.1 gb:AF285167.1 


NM_005502 




NP_005493 


20351 5_s_at 


0.049425 


gb.NM_006556.1 /DEF=Homo 
sapiens phosphomevalpnate 
kinase (PMVK), mRNA. 

/FFA=mRMA /r^FM=PM\/K 
/r Li/A~-iiir\iNr\ /ociN— r lyiy r\ 

/ 1 r>WL/~pi lUopi lui iicvdlUi laic 

kinase /DB_XREF=gi:5729979' 
/UG=Hs.30954. 
phosphomevaloriate kinase 
/FL=gb:L77213.1 
gb:NM_006556.1 


NM^006556 




NP_006547 


203531 at 


0.046749 


cullin 5 


BF435809 


Hs.101299 




203600_s_at 


0.018023 


gb:NM_003704.1 /DEF=Homo 
sapiens gene with multiple 
splice variants near HD locus 
on 4p16.3 (RES4-22). mRNA. . 
/FEA=mRNA /GEN=RES4-22 
/PROD=gene with multiple splice 
variants near HD locuson 

/UG=Hs.325987 gene with 
multiple splice variants near HD 
locus on 4p16.3 
/FL=gb:AB000459.1 
gb:NM_003704.1 


NM_p03704 




NP_003695 

1 


20366O_s_at 


0,045316 


gb:NM_006031.1 7DEF=Homo 
sapiens pericentrin (PCNT), 
mRNA. /FEA=mRNA 
/GEN=PCNT /PROD=pericentrin 
/DB_XREF=gi:51 74478 
/UG=Hs.15896 pericentrin 
/FL=gb:U52962.1 
gb:NM 006031.1 


NM_006031 




NP_006022 
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Gene 
Identifier 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


20371 1_s^at 


0.035763 


gb;NM_014362.i /[)EF=Homo 
sapiens 3-hydroxyisobutyryl- 
Coenzyme A hydrolase (HI BOH), 
mRNA. /FEA-mRNA 
/GEN=HIBCH /PR0D=3- 

hvHroYviQnhi it\/r\/l-r^npri7\/rnp A 
1 lyui ^JAyioUiJULyi yi'^ouci i^yi 1 ic /> 

hydroxyisobutyryl-Coenzyme A 
hydrolase /FL=gb:BC005190,1 


NM_014362 

, I- 




NP_055177 


203738 at 


0.046749 


hypothetical protein FLJ11 193 


AI421192 


Hs.151046 


NP 060826 


203742 s at 


0.036254 


thymine-DNA gjycosylase 


BF674842 


Ms. 173824 




203788_s_at 


0.018023 


sema domain, immunoglobulin 
domain (Ig), short basic domain, 
secreted, (semaphorin) 3C 


AI962897 


Hs. 171 921 


NP_006370 


203793^x_at 


0.042466 


gb:NM_007144Vl 7DEF=Homo 
sapiens, zinc finger protein 144 
{Mel-18) (ZNF144), mRNA. 

/FFA=mRNA /r5FN=7NIF144 

/PROD=zinc finger protein 144 
^Mpl-1fi^ /DR XREF=nr6005963 
/UG=Hs. 184669 zinc finger 
protein 144 (Mel-18) 
/FU=gb:BC004858.1 gb:D1 3969.1 
gb:NM_007144.1 


N|VI_Q07144 




NP^009075 


20381 7_at 


0.034721 


guanylate cyclase 1, soluble, beta 

3 ' ■ 


W93728 


Hs.77890 


NP_000848 


203828 s at 


0.02008 


gb:NM_004221.1 /DEF=Homo 
sapiens natural killer cell 
transcript 4 (NK4), mRNA. 

/FFA=mRNA /RFN=NK4 

/PROD=natural killer cell 
transcript 4 
/DB_XREF=gi:4758811 
/UG=Hs.943 natural killer cell 
transcript 4 /FL=gb:M59807.1 \ 
gb:NM 004221.1 


NM_004221 




NP_d04212 
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Gene 
Identifier 


p-valu 


Description 


Gene 

Accession 

No- 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


203832_at 


0.046749 


gb:NM_003095.1 /PEF=Homo 
sapiens small nuclear 
ribonucieoprotein polypeptide F 
(SNRPF). mRNA. /FEA=nfiRNA 
/GEN=SNRPF /PROD=small 

nuplpsr rihnni iplponrntpin 

polypeptide F 

/UG=Hs. 105465 small nuclear 
ribonucieoprotein polypeptide F 
/FL=gb:BC002505.1 
gb:NMl003095.1 


NM_003095 




NPJ03086 

■ 










203843_at 


0.046749 


ribosonnal protein S6 kinase, 
90kDa, polypeptide 3 


AA906056 


Hsi 73965 


NP_004577 


203864^s_at 


0.036254 


gb:NM_001 103.1 /DEF=Hpmo 

oci|u>iwi lo cioiiiiiii, cii|ji Id £. 

(ACTN2), mRNA. /FEA=mRNA 
/GEN=ACTN2 /PROD=actinih, 
alpha 2 /DB_XREF=gi:4501892 
/UG=Hs.83672 actinin. alpha 2 
/FL=gb;M86406.1 
gb:NM 001103.1 


NM_0PH03 




NP_001p94 


203888^at- 


0.019292 


gb:NM^000361.1 /DEF=Homo 
sapiens thrombomodulin (THBD), 

mRMA /FFA=mRMA 

/GEN=THBD 
/PROD=thrombomodulin 
/PB_XREF=gi;4507482 
/UG=Hs.2030 thrombomodulin 
/FL=gb:M 16552.1 
gb:NM_000361.1 


NM_000361 




NP_000352 


203893_at 


0,046749 


gb:NM_016283.t /DEF=Homo 
sapiens adrenal gland protein 
AD-004 (LOC51578), mRNA. 

/rPA=mRKIA '/f5FM-l C\C^^f\^'\^^^ 
/rc/A"~llir\l>lr\ /O^IN'rl.^-'^/y 1 O 

/PROD=adrenal gland protein AD 
004 /DB_XREF=gi:7706211 
/lin=hl«; OyQ'SRR ^^Hrpnal ci\^n(\ 

protein AD-004 
/FL =abAF1'^1fiQ'S 1 
gb:AF110777.1 gb:NM_016283.1 


NM^016283 




NP^057367 


203922_s_at 


0.034721 


cytochrome b-245, beta 
polypeptide (chronic 
granulomatous disease) 


AI308863 


Hs.88974 


NP_000388 


203975_s_^at 


0.042057 


ch rom atin assem biy factor 1 , 
subunit A(p150) 


BF0d0239 


Hs.79018 


NP_005474 


203981_s_at 


0.028893 


ATP-binding cassette, sub-family D 
(ALD), member 4 . 


AL574660 


Hs.94395 


NP_06473i 
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d ne 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204020_at 


0.025284 


purine-rich element binding protein 

A - .. _ 


BF739943 


Hs.29117 


NP_005850 


2O4021_s_at 


0.041795 


gb:NM_005859.1 /DEF=Homo 
sapiens purine-rich element 
binding protein A (PURA), 
mRNA. /FEA=mRNA 

/f^PKI— PUPA /PPOn-niirino rirh 

element binding protein A 
/DB^XREF=gi:5032006 
/UG=Hs.29117 purine-rich 
element binding protein A . 
/FL=?gb:M96684.1 
gb:NM 005859,1 . 


NM^005859 




NP^005850 


2040i23_at 

■/ 


0.018023 


gb:NM_0029l6Vi /DEF=Homo 
sapiens replication factor C 
(activator 1) 4 (37kP) (RFC4), 
mRNA. /FEA=mRNA 

/f^PM — RFPA /PROn— r<anlirQi-ir\n 
/OtiN — rxrVM/'*' /r r\L>'LJ— rcpilCallOn 

factor C (activator 1) 4 (37kD) 
/DB_XREF=gi:4506490 
/UG=Hs.35120 replication factor 
C (activator 1) 4 (37kD) 
/FL=gb:M87339.1 
gb:NM_002916.1 


NM^d02916 




NP_Q02907 


204055_siat 


0.038017 


gb:NM_005930.1 /DEF=Homo 
sapiens meningioma expressed 
antigen 6 (coiled-coil prdine-rich) 
(MGEA6), mRNA. /FEA=mRNA 
/GEN=MGEA6 

/PROD=meningioma expressed 
aniiycn o ^coiieu-coiipipiinc-ficnj 
/DB^XREF=gi:51 74560 

/I ir^~Ue i "1 70A0 mcininniomo 

/Uvj~ns. I 1 / Z'tz iTicningiorna 
expressed antigen 6 (coiled-cpil 
proline-rich) /FL=gb:U94780.1 
gb:NM^005930.1 


NM_005930 




NP_005921 


204d57_at 


0.046749 


interferon consensus sequence 
binding protein 1 


Ai073984 


Hs. 14453 


NP^00^154 


204060_s_at 


0.025284 


gb:NM_^005044.i /DEF=Homo 

Q^nipriQ nrnti^in kinsQP X-linl^prl 

(PRKX). mRNA. /FEA=mRNA 
/GEN=PRKX /PROD=protein 
kinase, X-Nnked 
/DB_XREF=gi;4826947 
/UG=Hs. 147996 protein kinase, 
X-linked /FL=gb:NM_0O5044.1 


NM_005044 




NP_005035 

r 
I 
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Gene 
Identifier 


p^value 


Description 


Gene 

Accession 
No. 


Unigene 

AcQessiQn 

No. 


Protein 

AcQessipn 

No. 


20406rat 


0:p25284 


g b: N M_005d44. 1 /DEF="Rbmo 

Q?inipnQ nrntpin kin^i^p - X-linkpH 

(PRKX), mRNA. /FEA=mRNA 
/GEN=PRKX /PROD=proteih 

kinase, X-linked 
/DB_XREF=gi:4826947 
/UG=Hs. 147996 protein kinase, 
X-linked /FL=gb:NMj005044.1 


NM^006044 




NP_005'035 


204p70_at 


0.018023 


gb:NIVI_004585 2 /DEF=Homo 
sapiens retinoic acid receptor 
responder (tazarotene induced) 3 
(RARRES3), mRNA. 
/FEA=mRNA /GEN=RARRES3 
/PROD=retinoic acid receptor 

rpQnr>nHpr ^ta'/arotpnpinHiiPPH^ ^ 

/DB_XREF=gi:8051633 
/UG=Hs. 17466 retinoic acid 
receptor responder (tazarotene 
induced) 3 /FL=gb:AF060228.1 
gl):AF092922.1 gb:NM_004585.2 
gb:AB030815.1 


NM_p04585 




NP_004576 


204081_at 


0.034721 


gb:NM_006176.1 /DEF=Homo 
sapiens neurogranih (protein 
kinase C substrate, RC3) 
(NRGN). mRNA. /FEA=mRNA 

/f^FM=MRf^M /PROn=npiimnrahin 

/Od '~INr\V3IN /r r\VL/U/~I ICUl Vgl pi '»M 

/DB_XREF=gi:5453799 
/UG=Hs.26944 neurogranin 
(protein kinase C substrate, 
RC3) /FL=gb:BC002835.1 
gb:U89165.1 gb:NIVI_006176.1 


NIVI^006176 




NP^006167 


2041093^at 


0.034721 


gb:NM_002505.2 /DEF=Homo 
sapiens nuclear transcription 
factor Y, alpha (NFYA), 
transcript variant 1, mRNA. 
/FEA^mRNA /GEN=NFYA 
/PROn=ni irlpar tr?jnc;rrintir>n 

/ r 1 1 1 UL/icai LI cii iov^i ti^'iiVi'i 1 

factor Y, alpha, isoformi 
/DB_XREF=gi: 11496975 
/UG=Hs.797 nuclear transcription 
factor Y, alpha 
/FL=gb:NM_002505.2' 
gb;M59079.1 


NIVl^002505 




NP_068351 
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Gene 
Identifier 


p-value 


Description 


Geii 

Accession 
No. 


Unigene 

Accession 

No. 


Protein ' 

Accession 

No. 


204151_x_at 


0.026842 


gb:NM_00 1353.2 /DEF=Homo 
sapiens aldo-keto. reductase.. 
family 1, member C1 
(dihydrodiol dehydrogenase 1; 20 
alpha (3-aIpha)-hydroxysteroid 
dehydrogenase) (AKR1C1), 
mRNA. /FEA=mRNA 
/GEN=AKR1C1 /PROD=aldo-keto 
reductase family 1, member 
C1 (dihydrodiol dehydrogenase 1; 
20-alpha(3-aipha)-hydroxysteroid 
dehydrogenase) 
yDB__XREF=gi:5453542 
/UG=Hs.306098 aldo-keto 

IciUUuldoc idillliy i, iTIcrTliJc^l ^1 

(dihydrodiol dehydrogenase 1; 20 
alpha (3-alpha)-hydroxysteroid 
dehydrogenase) /FL=gb:U05684.1 
gb:NM^Ogi 353.2 gb:M86609:i 


NM_001353 


■ 


NP_q01344 


204153_s_at 


0.046749 


gb:NM_;002405.1 7DEF=Homo 
sapiens manic fringe 
(Drosophija) homolog (MFNG), 
mRNA. /FEA=mRNA 
/vjCin— ivir iMo /rtxvju— manic 
fringe (Drosophila) homolog 
/DB_XREF=gl:4505158 
/UG^Hs.31939 manic fringe 
(Drosophila) homolog 
/FL=gb:U94352.1 
gb:NM_002405.1 


NM^002405^ 




NP_002396 


204184_s_at 


0.040064 


gb:NM_005160;2 /DEF=Homo 
sapiens adrenergic, beta, 
receptor kinase 2 (ADRBK2), 
mRNA /FFA=mRNA 
/GEN=ADRBK2 /PROD-beta 
adrenergic receptor kinase 2 
/DB_XREF=gi:61 38972 
/UG=Hs. 13944 adrenergic, beta, 
receptor kinase 2 
/FL=gb:NM_005160.2 


NM_005160 




NP_005I51 
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Gene 
Identifier 


p-value 


Description': 


Gene 

Accession 
No. 


Unigene / 
Accession 
No: 


Protein 

Accession 

No. 


204190^at 


0.046749 


gb:NM_005800.1 /DEF=Homo 
sapiens highly charged protein 
(D13S106E), mRNA. 
/FEA=mRNA /GEN=D13S106E 
/PROD=highly charged protein 
/DB_XREF=gi: 5031 648 
/UG=Hs.151236 highly charged 
protein /FL=gb:NM_p05800.1 


NM_005800 




NP_005791 


204i97_s_at 


0.018023 


gb:NM_004350.1 /DEF=Homo 
sapiens runt-related transcription 
factor 3 (RUNX3), mRNA. 
/FEA=mRNA /GEN=RUNX3 
/PROD=ru nt-related transcription 
factor 3 /DB_XREF^gi:4757917 
/UG=Hs. 17001 9 runt-related 
transcription factor 3 . 
/FL=gb:NM_004350.1 


NM_004350 




NP_004341 


204198 s at 


0.034721 


runt-related transcription factor 3 


AA541630 


Hs. 17001 9 


NP 004341 


204275_at 


0.018222 


small optic lobes homolog 

(Drosophila) 


AI796687 


Hs.55836 


NP_005623 


20433l_s_at 


0.045316 


gb:NM_021107.1 /DEF=Homo 
sapiens mitochondrial ribosomal 
protein S12 (MRPS12), mRNA. 
/FEA=mRNA /GEN=MRPS12 
/PROD=mitochondrial ribosomal 
protein SI 2 

/DB_XREF=gi: 11056055 
/UG=Hs.9964 mitochondrial 
ribosomal protein SI 2 
/FL=gb:NIVU21 107.1 


NM_0,21107 




NP_203527 


204346_s_at 


0.026013 

• 


gb:NM_007182.2 /DEF=Homo 
sapiens Ras association 
(RalGDSAF-6) domain family 1 
(RASSF1). mRNA. /FEA=mRNA 
/GEN=RASSF1 /PROD=Ras 
association (RalGDSAF-6) 
domain family 1 
/DB_XREF=gi: 9256633 
/UG=Hs.26931 Ras association 
(RalGDSAF-6) domain family 1 
/FL=gb:AF061 836.1 
gb:AF1 32676.1 gb:AF040703.2 . 
gb:NM_007182.2 


NM_007182 




NP_733835 
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Gene 
Identifi r 


p-value 


Description 


G ne 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204352_at 


0.040064 


gb:NM_004619.1 7DEF=^Homo 
sapiens TNF receptor-associated 
factor 5 (TRAF5), mRNA. 
/FEA=mRNA /GEN=TRAF5 
/PROD=TNF receptor-associated 
factor 5 /DB_XREF=gi:11321602 
/UG=Hs.29736 TNF receptor- 
associated factor 5 
/FL=gb:NM_004619.1 
gb:AB000509.1 


NM_004619 




NP_665702 


204355_at 


0.026842 


gb:NM_014966.1 /DEF=Homo 
sapiens KIAA0890 protein 
(KIAA0890), mRNA. /FEA=mRNA 
/GEN=KIAA0890 
/PROD=KIAA0890 protein 
/DB_XREF=gi:7662361 
/UG=HS.323462 KIAA0890 
protein /FL=gb:AB020697.1 
gb:NIVI 014966.1 


NM^014966 




NP_619520 


204369_at 

t • 


0.046749 


gb:NI\/l_006218.1 /DEF=Homo 
sapiens phosphoinositide-3- 
kinase, catalytic, alpha 
polypeptide (PIK3CA), mRNA. 
/FEA=mRNA /GEN=PIK3CA 
/PROD-phosphioinositide-3- 
kinase, catalytic, 
alphapolypeptide 
/DB_XREF=gi:5453891 
/UG=Hs 85701 phosphoinositide-3 
kinase, catalytic, alpha 
polypeptide /FL=gb;U79143.1 
gb:NM_006218.1 


NM_006218 


. ,. 


NP_006209 


204383_at 


0.042466 


gb:NI\/l_022719.1 /DEF=Homo 
sapiens DiGeorge syndrome 
critical region gene DGSI 
(DGSI), mRNA. /FEA=mRNA 
/GEN=DGSI /PROD=DiGeorge 
syndrome critical region gene 
DGSIprotein 

/DB_XREF=gi: 13027629 
/UG=Hs. 154879 DiGeorge 
syndrome critical region gene 
DGSI /FL-gb:NM 022719.1 


NM_022719 




NP_073210 



2536 




Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


D scriptibn 


G ne 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 
Acc ssion 
No. 


204396_S4at 


0.046749 


gb:NM_005308.1 /DEF^Homo 
sapiens G protein-coupled 
receptor kinase 5 (GPRK5), 
mRNA. /FEA-mRNA < 
/GEN=GPRK5 /PROD=G protein- 
coupled receptor kinase 5 
/DB_XREF=gi:4885348 
/UG=Hs.211569 G protein- 
coupled receptor kinase 5 
/FL=gb:L1 5388.1 
ab:NM_005308.1 


NM_005308 




NP_005299 


204403_x_at 


0.040064 


gb:NM_014719:i /DEF=Homo 
sapiens KIAA0738 gene product 
(KIAA0738), mRNA. /FEA=mRNA 
/GEN=KIAA0738 
/PROD=KIAA0738 gene product 
/DB_XREF=gi:7662275 
/UG=Hs. 1 07479 KIAA0738 gene 
product /FL=gb:AB018281.1 
gb:NM_p14719.1 


NM_014719 




NP_055.534 


204481_at 


0.034721 


gb:NM:^0d4634.1 /DEF=Homo 
sapiens bromodomain and PHD 
finger containing, 1 (BRPF1), 
mRNA. /FEA=mRNA 
/GEN=BRPF1 

/PROD=bromodomain-containing 
protein /DB^XREF=gi:4757865 
/UG=Hs. 1004 bromodomain and 
PHD finger containing. 1 
/FL=gb:M91585.1 ^ 
qb:NM_004634.1 


NM_004634 




NP_004625 


204490_s_at 


0.025284 

' . / 


gb:M24915.1 /DEF=Human 
CPw44 antigen, complete cds. 
/FEA=mRNA 
/DB_XREF=gi: 180196 
/UG=Hs. 169610 CD44 antigen 
(lioming function and Indian, 
blood group system) 
/FL=gb:NM_00P610.1 • 
gb:U40373.1 gb:M59040.1 
gb:M24915.1 


M24915 




NP^000601 
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Gene 
Identifier 


p?va|ue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204493_at 


0.034721 


gb:NM_001196.1 /DEF-Homo 
sapiens' B.H3 interacting domain 
death agonist (BID), mRNA. 
/FEA=mRNA /GEN=B!D 
/PR0D=BH3 interacting domain 
death agonist 
/DB_XREF=gi:4557360 
/UG=Hs. 172894 BH3 interacting 
domain death agonist 
/FL=gb:AF042083.1 
gb;NM_001196.1 


NM^001196 




NP_001187 


204524_at 


0.045316 


gb:NM_002613.1 /DEF=Homo 
sapiens 3-phosphoinositide 
dependent protein kinase-1 
(PDPK1). mRNA. /FEA=mRNA 
/GEN=PDPK1./PR0P=3- 
phosphoinositide dependent 
protein kinase-1 
/DB_XREF=gi:4505694 
/UG=Hs. 154729 3- 
phosphoinositide dependent 
protein kinase-1 
/FL=gb:AF01 7995.1 
gb:NM_002613.1 


NM_002613 




NP_002604 


204529_s_at 


0.025284 


thymus high mobility group box 
protein TOX 


A(961231 


Hs. 184297 


NP__055544 


204549>t 


0.025284 


gb:NM_014002.1 /DEF=Homo 
sapiens IKK-related kinase 
epsilon; inducible IkappaB kinase 
(IKKE). mRNA. 7FEA=mRNA 
/GEN=IKKE /PROD=IKK-related 
kinase epsilon 
/DB_XREF=gi:7661945 
/UG=Hs.321045 IKK-related 
kinase epsilon; inducible IkappaB 
kinase /FL=gb:D63485.1 
gb:AB016590.1 gb:AF241789,1 
gb:NM_014002,1 


NM_014002 




NP^054721 
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Gen 

Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Prbt in 

Accession 

No. 


204610_s^at 


0.018693 


gb:NM_006848.1 /DEF=Homo 
sapiens hiepatitis delta antigen- 
interacting protein A (DlPA), 
mRNA. /FEA=mRNA /GEN=DIPA 
/PROD=hepatitis delta antigen-; 
interacting protein A 
/DB^XREF=9i:5803004 : 
/UG=Hs.66713 liepatitis delta 
antigen-interacting protein A 
/FL=gb;U63825.1 
gb:NM_006848.1 


NM_006848 




NP_006839 


204617_s_at 


0.025293 


gb:i^M_022914.1 /DEF=Homo 
sapiens hypothetical protein 
24432 (24432), mRNA. 
/FEA=mRNA /GEN=24432 
/PROD=hypothetical protein 
24432 /DB_XREF=gi: 12597658 
/UG=Hs.78019 hypptheticsil 
protein 24432 
/FL=gb;NIVI_022914.1 


NM_022914 




NP^075065 


204622_x^at 


0.034317 


gb:NM_006186.1 /DEF=Momo 
sapiens nuclear, receptor 
subfemily 4, group A, member 2 
(NR4A2), mRNA. /FEA=mRNA 
/GEN=NR4A2 /PRdD=nuclear 
receptor subfamily 4, group A, 
member 2 

/pB_XREF=gi:5453821 
/UG=Hs.(B2120 nuclear receptor 
subfamily 4, group A, mernber 2 
/FL=gb:NM 006186.1 


NM_006186 




NP_775265 


204639_at 


0.040064 


gb:NM_d00022.1 /DEF-Homo 
sapiens adenosine deaminase 
(ADA), mRNA. /FEA=mRNA 
/GEN=ADA /PROD=adenosine 

deaminase 

/DB^XREF=gi:4557248 
/UG=Hs.1217 adenosine 
deaminase /FL=gb:K02567.1 
gb:NM_000022.1 


NM^000022 




NP_000013 
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Gene 
Identifi r 


p-value 


Description 


Gene 

Accession 

No: 


Unig ne 
Acc ssioii 
No. 


Protein 

Accession 

No. 


204655^at 


0.018023 


gb":NM_002985.1 /DEF=Homo 
sapiens small inducible cytokine 
A5 (RANTES) (SCYA5), mRNA. 
/FEA=mRNA /GEN=SCYA5 
/PROD=small inducible cytokine 
A5 (RANTES) 
/DB_XREF=gi:4506846 
/UG=Hs.241392 small inducible 
cytokine AS (RANTES) 
/FL=gb:AF043341.1 gb;M21121.1 
gb:NI\/l_002985.1 gb:AF266753.1 


NM_.002985 

) 




NP_002976 


2p4683i;at 


0.025284 


gb:NM_000873.2 /DEF=Homo 
sapiens intercellular adhesion 
molecule 2 {ICAM2). mRNA. 
/FEA=mRNA /GEN=ICAM2 
/PROD=intercellular adhesion 
molecule 2 precursor 
/DB_XREF=gi: 12545398 
/UG=Hs.83733 intercellular 
adhesion molecule 2 
yFL=gb:NM_000873.2 
gt):BC003097.1 


NM_000873 




NP^000864 


204698_at 

■ 


0.034721 


gb:NM_00.220r2 /DEF=Homo 
sapiens interferon stimulated 
gene (20kp) (ISG20), mRNA. 
/FEA=mRNA /GEN=iSG20 
/PROD=interferon stimulated 
gene (20kD) 
/DB_XREF=gi:6857799 
/UG=Hs. 183487 interferon 
stimulated gene (20kD) 
/FL=gb:U88964.1 ^ 
gb:NIVU02201.2 


NM_002201 




NP_002192 


204699_s_at 


0.022752 


novel putative protein similar to 
YIL091C yeast hypothetical 84 kD 
protein from SGA1-KTR7 


N30910 


Hs. 194754 


NP_055203 


204718_at 


0.045316 


gb:NM_004445.1 /DEF=Homo 
sapiens EphB6 (EPHB6) mRNA. 
/FEA=mRNA /GEN=EPHB6 
/PR0D=EphB6 
/DB_XREF=gi:4758291 
/UG=Hs.3796 EphB6 
/FL=gb:D83492.1 
gb:NM 004445.1 


NM„004445 




NP_004436 
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Gene 
Identifier 


p-value 


Description 


G ne 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204731lat 


0.018023 


gb:NM_003243.1 /DEF=Homo 
sapiens transforming growth 
factor, beta receptor III 
(betaglycan, SOOkD) (TGFBR3), 
mRNA. 7FEA=mRNA 
/GEN=TGFBR3 
/PROD=transforming growth 
factor, beta receptor 
llUbetaalvcan 300kD^ 
/DB_XREF=gi:4507470 
/UG=Hs.79059 transforming 
growth factor, beta receptor III 
(betaglycan, SOOkD) 
/FL=gb:NM_003243.1 
gb:L07594.1 


NM_003243 




NP_003234 


2d4788_s_at 


0.018023 

J 


gb:NM_000309.1 /DEF=Homo 
sapiens protoporphyrinogen 
oxidase (PPOX), mRNA. 
/FEA=mRNA /GEN=PPOX 
/PROD=protoporphyrinogen 
oxidase /DB XREF=gi:4506000 
/UG=Hs.100016 
protoporphyrinogen oxidase 
/FL=gb:NM_000309.1 
gb:D38537.1 . 


NM_000309 




NP_000300 


204791 _at 


0.018023 


gb: NM_003297. 1 /DEF=Homo 
sapiens nuclear i-eceptor 
subfamily 2, group C, member 
1 (NR2C1), mRNA. /FEA=mRNA 
/GEN=NR2C1 /PROD=nuclear 
receptor subfamily 2, group C, 
member 1 

/DB_XREF=gi:4507672 
/UG=Hs. 108301 nuclear receptor 
subfemily 2, group C, member , 
1 /FL=gb:M29960.1 
gb;NM_O03297.1 


NM^003297 




NP_003288 
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G n 

Identifier 


prvalue 


Description 


Gene 

Accession 
No. 


Unigerie 

Accession 

No. 


Protein 

Accession 
No. 


20481 1_S_at 


0.021876 


gb:NM_006030.1 7DEF=Homo 
sapiens calcium channel, . voltage 
dependent, alpha 2delta subunit 
2 (CACNA2D2), mRNA. 
/FEA=mRNA /GEN=CACNA2D2 
/PROP=calcium channel, voltage- 
dependent, alpha2delta subunit 2 
/DB_XREF=gi:51 74402 
/UG-Hs.127436 calcium channel, 
voltage-dependent, alpha 2delta 
subunit 2 /FL^gb:AF040709.1 
gb:NM_006030.1 


NM_006030 




NP_006021 


204828_at 


0,025284 


gb:NM_004584.1 /DEF=Homp 
sapiens RAD9 (S. pombe) 
homolog (RAD9), mRNA. 
/FEA=mRNA /GEN=RAD9 
/PR0D=RAD9 (S. pombe) 
homolog /DB XREF=gi:4759021 
/UG=Hs.240457 RAD9 (S. 
pombe) homolog 
/FL=gb:U53174.1 
gb:NM_004584.1 


NM^004584 




NP_004575 


204837_at 


0.025284 


Consensus includes 
gb:AL080178.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp434K171 (from clone 
DKFZp434K171); partial cds. 
/FEA=mRNA 
/GEN=DKFZp434K171 
/PROD=hypothetical protein 
/DB_XREF=gi:5262652 
/UG=Hs.27194 DKFZP434K171 
protein /FL=gb:NM_01 5458.1 


AL080178 




NP_056273 


204838_s_at 


0.033533 


gb:NI\/l_014381.1 /DEF=Homo 
sapiens. mutL (E. cell) homolog 
3 (MLH3), mRNA. /FEA=mRNA 
/GEN=MLH3 /PROD=mutL (E. 
coli) homolog 3 
/DB_XREF=gi:7657336 
/UG=Hs.279843 mutL (E. coli) 
homolog 3 /FL=gb:AF 195657.1 
gb:NM_014381.1 


NM_014381 




NP_055196 


204860_s_at 


0.046749 


baculoviral lAP repeat-containing 1 


AI81 78.01 


Hs.79019 


NP_004527 
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iGene 
Id ntifier 


p-vaiue • 


Description 

■ ii 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204891 _s_at 


0.018023 


gb:NIVI_005356.1 /DEF-iHomp 
sapiens lymphocyte-specific 
protein tyrosine kinase (LCK), 
mRNA. /FEA-mRNA /GEN=LCK 
/PROD=lymphocyte-specific 
protein tyrosine kinase 
/DB_XREF-gi:4885448 
/UG=Hs 1765 lymphocyte-specific 
protein tyrosine kinase 
/FL=gb:M36881.1 gb:U07236.1 
gb:NI\/U05356.1 


NM^005356 




NP_005347 


20491 2^at 


0.034721 


gb:NIVI_0Q15i58.1 /pEF=Horno 
sapiens- interleukin 10 receptor, 
alpha (IL10RA), mRNA. 
/FEA=mRNA /GEN=IL10RA 
/PROD=interleukiri 10 receptor, 
alpha /DB_XREF=gi:4504632 
/UG=Hs.327 interleukin 10 
receptor, alpha. 
/FL=gb:NM_001558.1 
gb:U00672,1 


Nl\/I_001558 




NP_001549 


204972_at 


0.046749 


gb:NM^0168l7.1 /DEF=H6mo 
sapiens 2-5oligoadenylate 
synthetase 2 (0AS2), transcript 
variant 1, mRNA- /FEA=mRNA 
/GEN=0AS2 /PR0D=2- 
Soligdadenylate synthetase 2, 
isoform p71 
/DB_XREF=gi:8051624 
/yG=Hs.264981 2-5oligoadenylate 
synthetase 2 /Fl.=gb:IVi87434:1 
gb:NM_016817.1 


NM_d16817 




NP_058197- 


204976_^s_at 


0.018023 


Consensus includes 
gb:AK023637.1 7DEF=Homo 
sapiens cDNA FLJ13575 fis, 
clone' PLACE1 008630. 
/FEA=mRNA 
/PB_XREF=gi:10435621 
/UG=Hs.326142 Alport syndrome, 
mental retardation, midface 
hyppplasia and elliptocytosis 
ciiromosomal region, gene 1 
/FL=gb:NM_01 5365.1 

. r 


AK023637 




NP_056180 
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Gene 
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p-value 


Pescription 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


204980_at 


0.018222 


gb:NM_004$98.1 /DEF=Homo 
sapiens clock (mouse) homolog 
(CLOCK) mRNA /FEA=mRNA 
/GEN=GLOCK /PROD=clock 
(mouse) homolog 
/DB_XREF=gi:4758009 
/UG=Hs.50722 clock (mouse) 
homolog /FL=gb:AB002332.1 
gb:AF01 1568.1 gb:NM 004898.1 


NM^004898 




NP^004889 


205022^s_at 


0.025284 


gb:NM_.005197.1 7DEF=Homb 
sapiens checkpoint suppressor 1 
fCHESI) mRNA /FEA=mRNA 
/GEN=CHES1 /PROD=checkpoint 
suppressor 1 
/pB_.XREF=gi;4885136 
/UG=.Hs.211773 checkpoint 
suppressor 1 /FL=gb:U68723.1 
gb:NM_005197.1 


NM_0p5197 




NP_005188 


205042_at 


0.034721 


gb:NM_005476:2 /DEF=Homo 
sapiens UDP-N- 

acetylglucosamine-2^epimeraseN- 
acetylmannosamine kinase 
(GNE). mRNA. /FEA=mRNA ' 
/GEN=GNE /PR0D=UPP-N- 
acetylglucosamine-2-epimeraseN- 
rinet\/lmanno*^aminp kina^p 

dw^iyii 1 ic>ii II iwom 1 Ml iv^ rvii laww 

/DB^XREF=gi:6382074 

/UG=Hs.5920 UDP-N- . 

acetylglucosamine-2-epimeraseN- 

acetylmannosamine kinase 

/FL=gb:AF051 852.1 

gb:AF1 55663.1 gb:NM_005476.2 


NM_005476 




NPi;005467 


205081_at 


0,034721 


gb:NM_001311.1 /DEF=Homo 
sapiens cysteine-rich protein 1 
(intestinal) (CRIP1), mRNA. 
/FEA=mRNA /GEN=CRIP1 
/PROD=cysteine-rich protein 1 
(intestinal) /DB_XREF=gi:4503046 
/UG=Hs. 17409 cysteine-rich 
protein 1 (intestinal) 
/FL=gb:BC002738.1 gb:U58630.1 
gb:NM_001311.1 gb:U09770.1 

r, 


NM_001311 




NP_001302 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


205i05_at 


0.018023 

/■ 


gb:NM_002372.i 7DEF=Homo 
sapiens mannosidase, alpha, 
class 2A, member 1 (MAN2A1), 
mRNA. /FEA=mRNA 
/GEN=MAN2A1 
/rKOD-mannosiclase, alpha, 
class 2A, member 1 
/DB_XREF=gi:4758697. 
/UG=Hs.32965 mannosidase, 
alpha, class 2A, member 1 
/FL=gb:U3 1520.1 
gb:NM_002372.1 gb:D63998.1 


NM_002372 


- 


NP_002363 


205126_at 


0.031704 


gb:NM_006296.1 ./DEF=Homo 
sapiens vaccinia related kinase 
2 (VRK2),: mRNA. /FEA=mRNA 
/GEN=VRK2 /PROD=vacci:nia 
related kinase 2 
/DB^XREF=gi:5454163 • 
/UG=Hs.82771 vaccinia related 
kinase 2 /FL=gb:AB000450.1 
gb.NM 006296.1 


NM_006296 




NP_006287 


205128_x_at 


d;046749 


gb:NM,000962.1 7DEF=Homo 
sapiens prostaglandin^ 
endoperoxide synthase 1 
(prostaglandin GH synthase and 
cyclooxygenase) (PTGS1), 
mRNA. /FEA=mRNA 
/GEN=PTGS1 
/PROD-prostaglandin- 
endoperoxide synthase 
1 (prostaglandin GH synthase 
and cyclooxygenase) 

/nR YRPIZ— rti-i H 'XQR^AH 
/UD_Ar\tr-^gL I lOOO l*+U 

/UG=Hs.88474 prostaglandin- 
endoperoxide synthase 1 
(prostaglandin GH synthase and 
cyclooxygenase) 
/FL=gb:NM_000962.1 
gb:M59979.1 


NM_000962 




NP_542158 
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G ne 
Identifier^ 


p-value 


Description 


Gene 

Accession 
No. 


Uhigene 

Accession 

No. 


Protein 

Accession 

No. 


205176_s_at 


0.034721 


gb:NM_014288.1 /DEF=Homo 
sapiens integrin beta 3 binding 
protein (beta3-endonexin) 
(ITGB3BP). mRNA. /FEA=mRNA 
yGEN=ITGB3BP /PROD=integrin 
beta 3 binding protein(beta3- 
endonexin) 

/DB^XREF=gi:7657205 
/UG=Hs.82084 integrin beta 3 
binding protein (beta3-endqnexin) 
/FL=gb:BC005301.1 
gb:AF175306.1 gb:NM_01 4288.1 


NM_014288 




NP_055103 


205212_s_^at 


0.038017 


gb:NM^014716.1 /DEF=Homo 
sapiens KIAA0050 gene product 
(ACAP1), mRNA. /FEA=mRNA 
/GEN=ACAP1 /PROD=centaurin 
betal /DB_XREF=gi:7661879 
/UG=Hs. 108947 KIAA0050 gene 
product /FL=gb:P30758.1 
gb:NM_^014716.1 


NM^014716 




NP_055531 


205214_at 


0.034721 


gb:NM_004226.1 /DEF=Homo 
sapiens serinethreonine kinase 
17b (apoptosis-inducing) 
(STK17B), mRNA. /FEA=mRNA 
/GEN=STK17B 

/PROD=serinethreonine kinase 
1 7b(apoptosis-inducing) 
/DB_XREF??gi:4758193 
/UG=Hs. 120996 serinethreonine 
kinase 17b (apoptosis-inducing) 
/FL=gb:AB01 1421.1 
gb:NM_004226.1 


NM_004226 




NP_004217 


205250_s_at 


0.031704 


gb:NM_014684.1 /DEF=Homo 
sapiens KIAA0373 gene product 
(KiAA0373), mRNA. /FEA=mRNA 
/GEN=KIAAP373 
/PROD=KIAA0373 gene product 
/DB_XREF=gi:7662079 
/UG=Hs. 150444 KIAA0373 gene 
product /FL=gb:AB002371.1 
gb:NM_01 4684.1 


NM_014684 




NP_055499 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


205267,at 


; 0.018444 


gb:NM^006235.1 /DEF=Homo 
sapiens POU "ddrriain, class 2, 
associating factor 1 (P0U2AF1), 
mRNA. /FEA=mRNA 
/GEN=P0U2AF1 /PRpD=POU 
domain, class 2, associatingv. 
factor 1 /DB_XREF=gi;5453933 
/UG=Hs.2407 POU donnain. 
class 2, associating factor 1. 
/FL=gb:NM^006235.1 


NM_006235 


I 


NP_006226 


205282_at 


0.046749 


gb:NM_004631.1 7DEF=Homo 
sapiens low density lipoprotein 
receptor-related protein 8, 
apolipoprotein e receptor (LRP8), 
nfiRNA. /FEA=mRNA 
/GEN=LRP8 /PROD=low density 
lipoprotein receptor-related 
proteins, apolipoprotein e 
receptor /DB_XREF=gi:4758687 , 
/UG=Hs.54481 low density 
lipoprotein receptor-related 
protein 8, apolipoprotein e 
receptor /FL=gb:D50678.1 
gb:NM_004631.1 


NM_004631 




NP_1 50643 


205297_s_at 


0.036254 


gb:NM_000626.1 /DEF=Homo 
sapiens CD79B antigen 
(immunoglobulin-asspciated beta) 
(CD79B), transcript variant 1, 

mPMA /PPA— mRKJA 

rnrvrMA. /rt/\-rnr\i>iM 
/GEN=CD79B /PROD=CD79B 
antigen, isoform 1 precursor 
/DB_XREF^gi; 11 038673 
/UG=Hs. 89575 CD79B antigen 
(immunoglobulin-associated beta) 
/FL=gb:NM_000626.1 
gb:M80461.1 gb:M89957.1 


NM_000626 




NP^067613 



f 
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Gene 
Identifier 


p-value' 


Description 


Gen 

Accession 
No. 


Unigene 

Accesision 

No. 


Protein 

Accession 

No. 




205301_s_at 


0.045316 


gb:NM_016820.i /DEF=Homo 
sapiens S-oxoguanine DNA 
glycosylase (0GG1), nuclear 
gene encoding nnitochondrial 
protein, transcript variant 1c, 
mRNA. /FEA=mRNA 
/GEN=0GG1 /PR0D=8- 

UAu^ucii III ic L/iM/A yiyuuoyiaoc, 

isoform 1c 

/DB_XREF=gi:8670531 • 
/UG=Hs.96398 8-oxoguanine 
DNA glycosylase 
/FL=gb:U96710.1 gb;AF026691.1 
gbiNM 016820.1 


NM;.0 16820 




NP1^058438 




205315_s_at 

1. 


0.0.18222 


gb:NM_006750.1 7DEF=Homo 
sapiens syntrophin, beta 2 
(dystrophin-asspciated protein 
A1, 59kD, basic component 2) 
(SNTB2), mRNA. /FEA=mRNA 
/GEN=SNTB2 /PROD=syntrophin, 
beta 2 (dystropiiin- 
associatedprotein A1, 59kD, 

UelolO vUllipuilv?ill £if 

/DB_XREF=gi:5803176 
/UG=Hs. 172278 syntrophin, beta 
2 (dystrophin-associated protein 
A1, 59kD, basic component 2) 

/FL=gb:U40'572.1 
gb;NM_006750.1 


NI^_0O6750 


■ ; ■, ' . 


NP_570896 




2C)5340_at 


0.019667 


gb:NM_,014797.1 /DEF=Homo 
sapiens KIAA0441 gene product 

{\<\AAC^AAA\ mPMA /PFA-mRMA 
^r\ir\A\UH*» 1 ^, mrvlMM. /rc:r\"^rTir\l>lr\ 

/GEN=KIAA0441 

/PROD=KIAA0441 gene product 
/DB_XREF=gi:7662i27 
/UG=Hs.32511 K,IAA0441 gene 
product /FL=gb:AB007901.1 
gb:NM_014797.1 


NM^014797 




NP_055612 




205401_at 


0.025264 


gb;NM_003659.1 /DEF=Homo 
sapjens alkylglycerone phosphate 
synthase (AGPS), mRNA. 
/FEA=mRNA /GEN=AGPS 
/PROr)=alk\/lal\/npronp nhn^nhatp 

synthase precursor 
/DB_XREF=gi:4501992 
/UG=Hs.22580 alkylglycerone 
phosphate synthase 
/FL=gb:NM_003659.1 


NM_003659 




NP_003650 
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Gene ' 
Identifier 


p-value 


Description 


G ne 

Accession 

No. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


20541 1_at 


0.018023 


gb:NM_006282.1 /DEF-Homp 
sapiens serinethrepnine kinase 4 

/PROD=sennethreonine kinase 4 
/DB_XREF=gi:5454095 
/UG=Hs.35140 serinethreonihe 
kinase 4 /FL=gb:U18297.1 
gb:U60207.1 gb:NM_006282.1 


NM_006282 




NP_006273 


205434 s at 


0.G25284 


adaptor-associated kinase 1 


AW451954 


Hs. 135941 


NP 055726 


205437_a.t 


0.025284 


gb:NM_006385.1 /pEF=Homo 
sapiens zinc finger protein 211 

(/Sir 4 11 }, mKNA. /rtA-mKNA 

/GEN=ZNF211 /PROD=zinc 
finger protein 211 : ' 
/DB_XREF=gi:5454175 
/UG=Hs.15110 zinc finger protein 

211 /FL=gb:U38904.1 
gb:NM_006385.1 


N!Vi_006385 




NP_006376 


205442_at 


0.049425 


gb:NM_021647.1 7DEF=Homo 
sapiens KIAA0626 gene product 
(KIAA0626), mRNA. /FEA=FmRNA 

/otlM— M/vaUDZD 

/PROD=KIAAQ626 gene product 
/DB_XREF=gi: 11 067364 
/UG=Hs.178121 ,KIAA0626 gene 
product /FL=gb:NM_021 647.1 
gb:AB01 4526.1 


NI\/l_02liB47 




NP_067679 


205462_s_at 


0.049425 


gb;NM_002149:i /PEF=Homo ' 
sapiens hippocalcin^lilte 1 

/UD/^AI 4\ »v\DKIA /CCA— mDliiA 

(nrOALI), mKNA. /rtA-mKNA 

/GEN=HPCAL1 

/PRPD=hippoealcin-like 1 

/DB_XREF=gi:4504474 

/UG-Hs.3618 hippocalein-like 1 

/FL=gb:NIVI_002149.1 

gb:D16227.1 


NM_002149 

/ 




NP_602293 

.1 


205483_s_at 


0.034721 


gb:NM^005101.1 /DEF=Homo 
sapiens interferon-stimuiated 
protein, 15 kDa "(ISG15), mRNA. 
/FEA=mRNA /GEN=iSG15 
/PROD=interferon-stimiJlated 
protein, 15 kDa 
/DB_XREF=gi;4826773 
/UG=Hs.833 interferon-stimuiated 
protein, 15 kDa 
/FL=gb:M13755.1 
gb:NIVl_005101.1 


(^IV1_005101 




NP_005092 
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Gene 
Identifier 


prvalue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


205488_at 


0.018023 


gb:NM_006144.2 /pEF=Homo 
sapiens, granzyme A (granzyme 
1, cytotoxic T-lymphocyte- 
associated serine esterase 3) 
(GZMA). mRNA. /FEA=mRNA 
/GEN=GZMA /PROD=granzyme 
M precursor 
/DB_XREF=gi:6996012 
/UG-Hs.90708 granzyme A 
(granzyme 1, cytotoxic T- 
lymphocyte-associated serine 
esterase 3) yFL^gb:M18737.1 
gb;NM_006144.2 


NM_006144 




NP_006135 


20551 1_at 


0.042466 


gb:NM_01 7976.1 /DEF=H6mo 
sapiens hypotlietical protein 
FLJ 1 0038 (FLJ 10038), mRNA. 

/rtA-mKINA /<jtrN-rLJ lUUoO 

/PROD=hypothetical protein • 
FLJ10038 /DB_XREF=gi:8922197 
/UG=Hs.181202 hypothetical 
protein FLJ 10038 
/FL=gb:NM_,01 7976.1 


Niyi_0l7976 




NP_06p446 


205525_at 


0.048741 


gb:NM_018495.3 /DEF=Homo 
sapiens NAG22 protein 

f\ rsHRP^SiyW mPMA 
^LU^OOO/o;, mKiMA. 

/FEA=mRNA /GEN=LOC55873 
/PROD=NAG22 protein 
/DB_XREF=gi: 13236500 
/UG=Hs.283080 NAG22 protein 
/FL-gb:AF247820.3 
gb:NIVi_01 8495.3 


NM_018495 






205583_s_at 


0.046749 


gb:NI\/i_024810.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ23018 (FU23018), mRNA. 

/FPA— mHKIA /f5FM-Fl lO'^fllft 
/rEM?rrnr\INM /OlIIN— rLJiCOU 10 

/PROD=hypothetical protein 
FLJ23018 

/DB_XREF=gi: 13376 194 
/UG=Hs. 169078 hypothetical 
protein FLJ23018 
/FL=gb:NM_024810.1 


NM^024810 




NP_079086 
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Qene 
Identifier 


p-value 


P scription 


Gene 

Accession 

No. 


Uhig ne 

Accession 

No. 


Protein 

Accession 

No. 


205586_x_at 


0,049425 


gb:NM_OP3378.1 /DEF=Homo 

sapiens VGF. nerv.e growth 
factor inducible (VGF), mRNA. 

/PROD=VGF nerve growth factor 
inducible /DB XREF=gi:4507888 
/UG=Hs.171014 VGF nerve 
gro\A/th factor inducible 
/FL=gb:NM_003378.1 


NM_003378 

t 




NP_003369 


205599_at 


0.019657 


gb:NM_0,05658.1 /DEF=Homo 
sapiens TNF receptor-associated 
factor 1 (TRAF1), mRNA. 
/FEA=mRNA /GEN=TRAF1 

/PROn=TNF rprpntnr-aQQnciatpH 

factor 1 /DB__XREF^gi:5032192 
/UG=Hs.2134 TNF receptor- 
associated factor 1 
/FL=gb:NM 005658.1 
gb:U19261.1 


NMJ05658 




NP^005649 


205.66i_s_at 


0.025284 


gb:NM_025207.1 /DEF=Homo 
sapiens hypothetical protein 
PP'SQI ^PP'iQI^ mRNA 

1 r 1 \r 1 1 \\\\\\\r\. 

/FEA=mRNA /GEN=PR591 
/PROD=hypothetical protein 
PP591 /DB__XREF=gi: 13376805 
/UG=Hs.118666 hypothetical 
protein PP591 
/FL=gb:NMJ25207.1 


NM_025207 




NP_079483 


205684_s_at 


0:034721 


gb:NM__017925.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20686 (FLJ20686), mRNA. 
/FEA=mRNA /GEN=FLJ7068fi 
/PROD=hypothetica| protein 
FLJ20686 /DB_XREF=gi:8923616 
/UG=Hs.271480 hypothetical 
^xo\B\n FLJ20686 
/FL=gb:NMJ17925.1 


NIVI_017925 




NP_060395 


20571 8_at 

r 


0.038017 


gb:NM_000889.1 /DEF=Homo 
sapiens integrin, beta 7 (ITGB7), 
mRNA. /FEA=mRNA 
/GEN=ITGB7 /PROD=integrin, 
beta 7 /DB_XREF=gi:4504776 
/UG=Hs.1741 integrin. beta 7 
/FL=gb: 1^168892.1 gb:M62880.1 
gb.NM_000889.1 


NM_000889 




NP_000880 
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dene 
Identifier 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


205758_at 


0.03018 


CDS antigen, alpha polypeptide 

(P32)- 


AW006735 


Hs.85258 


NP_741969 


205821^at 


0.018444 


gb:NM_007360.1 /DEF=Homo 
sapiens DNA segment on 
chromosome 12 (unique) 2489 
expressed sequence 
(D12S2489E), mRNA. 
/FEA=mRNA /GEN=D12S2489E 
/PR0D=NKG2^D type II integral 
membrane protein 
/DB_XREF=gi:6679051 
/UQ=^Hs,74085 DNA segment on 
chromosome 12 (unique) 2489 
expressed sequence 
/FL=gb:NM_007360.1 
gb:AF260135.1 gb:AF260136.1 


NM_Q07360 




NP_031386 


205831^at 


0.018023 


gb:NM_001767.1 /DEF=Homo 
sapiens CD2 antigen (p50), 
sheep red bipod cell receptor 
(CD2), mRNA. /FEA=mRNA 
/GEN=CD2 /PR0D=CD2 antigen 
(p50), sheep red blood 
cell receptor 

/DB_XREF==9i:4502652 
/UG=Hs.89476 CD2 antigen 
(p50), sheep red blood cell 
receptor /FL=gb:M16445.1 
gb:M14362.1 gb:M16336.1 
gb:NM_001767.1 


NM^001767 




NP^001758 


205873_at 


0.018023 


gb:NM_004278.1 /DEF=Homo 
sapiens phosphatidylinositoi 
glycan, class L (PIGL), mRNA. 
/FEA=mRNA /GEN=PIGL 
/PROD=phosphatidylinositol 

yiyCall, ClaoS L 

/DB_XREF=gi:4758921 
/UG=Hs.27008 

pilosphatidyljnbsitol glycan, class 
L /FL=gb:AB017165.1 
gb.NM 004278.1 


NM^004278 




NP^004269 
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Gene 
Identifier 


p-value 


Desfcription 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


205885_s_at 


0.018222 


gb:L12002.1 /DEF=Human 
integrin alpha 4 subunit mi^NA, 
complete cds. /FEA=mRNA 
/GEN=1TGA4 /PROD=integrin 
alpha 4 subunit 
/DB_XREF=gi:903743 
/UG=Hs.40034 integrin, alpha 4 
(antigen CD49D, alpha 4 subunit 
of VLA-4 receptor) 
/FL=gb:NM_000885.2 
gb:L12002.1 


LI 2002 




NP_000876 


205988_at 


0.018023 


gb;NM_003874.1 /DEF-Homo 
sapiens CD84 antigen (leul^ocyte 
antigen) (CD84), mRNA. 
/FEA=mRNA /GEN=CD84 
/PROD-CD84 antigen (leukocyte 
antigen) /bB_XREF=gi:4502686 
/UG=Hs. 137548 CD84" antigen 
(leukocyte antigen) 
/FL=gb:U82988.1 
gb;NM,003874.1 gb:AF054815.1 


NM_^003874 




NP_003865 


2O6035^at 


0.018693 


Consensus includes 
gb:NM_002908.1 /DEF=Homo 
sapiens v-rel avian 
reticuloendotheliosis viral 
oncogene homolog (REL), 
mRNA. /FEA=mRNA /GEN=REL 
/PROD=v-rei avian 
reticuloendotheliosis viral 
oncogenehomolog 
/pB_XREF=gi:4506472 
/UG=Hs.44313 v-rei avian 
reticuloendotheliosis viral 
oncogene homolog 
/FL=gb;NM_002908.1 


NM^002908 




NP^002899 


2p6049_at 


0.038017 


gb:NM_003005.2 /OEF=Homo 
sapiens selectin P (granule 
membrane protein 14bkD, 
antigen CD62) (SELP), mRNA. 
/FEA=mRNA /GEN=SELP 
/PROD=selectin P precursor 
/DB_x'REF=gi:6031196 
/UG=Hs.73800 selectin P 
(granule membrane protein 
140kD, antigen CD62) 
/FL=gb:M25322.1 
gb:NM_003005.2 


NM_003005 




NP_002996 
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Gene 
Identifi r 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


206050_s_at 


0.046749 


gb:NM_002939.1 /DEF=Homo 
sapiens ribonucleaseangiogenin 
inhibitor (RNH), mRNA. 
/FEA=mRNA /GEN=fRNH 
/PROD=ribonucleaseangipgenin 
inhibitor /DB_XREF=gi:45d6564 
/UG=?Hs.75108 

ribonucleaseangiogenin inhibitor 

/FL=gb:M36717.1 
gb.NIVi 002939.1- 


NM_002939 




NP_002930 


2061lO_at 


0.048741 


gb;NM_003536.1 /DEF=Homo 
sapiens H3 histone family, 
member K (H3FK), mRNA, 
/FEA=mRNA /GEN=H3FK 
/PR0D=H3 histone family, 
member K 

/DB_XREF=gi:4504294 
/UG=Hs 70937 H3 histone 
family, member K 
/FL=gb;NM_003536.1 , 


NM_003536 




NP_003527 


206113_s_at 


0.034721 


gb:NM_004162.1 /DEF=Homo 
sapiens RAB5A, member RAS 
oncogene family (RABSA); 
mRNA. /FEA=mRNA 
/GEN=RAB5A /PR0p=RAB5A, 
member RAS oncogene family 
/DB_XREF=gi;4759003 
/UG=Hs.73957 RABSA, member 
RAS oncogene family 
/FL=gb:NM_004162.1 
gb:M28215.1 


NM_,004162 




NP^004153 


20611 8^at 


0.018444 


gb:NM_003i51.1 /DEF=;Homo ' 
sapiens signal transducer and 
activator of transcription 4 
(STAT4), mRNA. /FEA=mRNA 
/GEN=STAT4 /PROD=signal 
transducer and activator of 
transcription4 , ' 
/DB_XREF=gi:4507254 
/UG=Hs.80642 signal transducer 
and activator of transcription 4 
/FL=gb:L78440.1 
gb-.NM 003151.1 


NM^003151 




NP_003142 

1 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accessioh 
No. 


Unigene 

Accession 

No. 


Protejn 

Accession 

No. 


2061 32_at 


0.042466 

< 


gb:NM^002387.1 /DEF=Hpmo 
sapiens . mutated in colorectal 
cancers (MCC), mRNA. 
/FEA=mRNA /GEN=MCC 
/PROD=mutatecl in colorectal 
cancers /DB_XREF=gi:4505128 
/UG=Hs.1345 mutated in 
colorectal cancers 
/FL=gb:M62397.1 
gb:NM 002387.1 


NM^002387 




NP_002378 


206167^s_at 


O.03018 


gb: NM_001 1 74.2 /DEF=Homo 
sapiens Rho GTPase activating 
protein 6 (ARHGAP6), transcript 
variant 2, mRNA. 7FEA=mRNA 
/GEN=ARHGAP6 /PROD=Rlio 
GTPase activating protein 6 
isoform 2 /DB_XREF=gi:7382476 
/UG=Hs.250830 Rho GTPase 
activating protein 6 
/FL^9b:AF022212.2 
gb:NM_001 174.2 , 


NM_001174 


(■ ■ 


NP_038286 


206194 at 


0.034721 


homeo box C4 


AW299598 


Hs.50895 


NP 705897 


206235^at 


0.018222 


gb.NM_002312. 1 /DEF=Homo 
sapiens ligase IV, .,PNA, ATP- 
dependeht (LIG4), mRNA. 
/FEA=mRNA /GEN=LIG4 
/PROD=DNA ligase IV 
/DB_XREF=gi:4504996. 
/UG=Hs.166091 ligase IV, DNA, 
ATP-dependent 
/FL=gb.NMj002312;1 


NM_,0p23l2 




NP_002303 


206267^s_at 


0.027792 


gb:NM_002378.T /DEF=Homp 
sapiens megakaryocyte- 
assQGiated tyrosine kinase 
(MATK), mRNA. /FEA=mRNA 
/GEN=MATK 
/PROD=megakaryocyte- 
associated tyrosine kinase 
/DB_XREF=gi:4505108 
/UG=Hs.274 megakaryocyte- 
associated tyrosine kinase 
/FL=gb:BC000114.1 
gb:BG003109.1 gb:NM_002378.1 
gb:L1 8974.1 


NM_002378 




NP_647612 



2556 



Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-yalue 


Description 


G ne 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


206296_x_at 


0.022752 


gb:NM_007181.1 /DEF=Homo 
sapiens mitogen-activated protein 
kinase kinase kinase kinase 1 
(MAP4K1), mRNA. /FEA=mRNA 
/GEN=i\/IAP4K1 /PROD=mitogen- 
activated protein kinase kinase 
kinasel^inase 1 
/DB_XREF=gi:6005809 
/UG=Hs. 86575 mitogen-activated 
protein kinase kinase kinase 
kinase 1 /FL=gb:U66464.1 
gb:NI\/|_007181.1 


NM_007181 




NP_009112 


206323_x;_at 


0.034721 


gb;NI\/l_0d2547:i 7DEF=Hom6 
sapiens oligophrenin 1 (0PHN1), 
mRNA. /FEA=mRNA 
/GEN=0PHN1 . 
/PROD=oligophrenin 1, Rho- 
GTPase acivating protein 
/DB_XREF=gi:4505506 
/UG=Hs. 128824 piigoptirenin 1 
/FL=gb:NM 002547.1 


NM_002547 

J, 


--- 


NP^0Q2538 


2()6390_x_at 


0.046749 


gb:NM^002619.1 /DEF=Homo 
sapiens platelet factor 4 {PF4), 
mRNA. /FEA=mRNA /GEN=PF4 

/PROD=platelet factor 4 .. 
/DB_XREF=gi:4505732 
/UG=Hs.81564 platelet factor 4 
/FL=gb:M25897.1 
gb:NM 002619.1 


NM_002619 




NP_002610 


206398_s_at 


0.045316 


gb:NM_0Ol770.1 /DEF=Homo 
sapiens CDi9 antigen (CD19), 
mRNA. /FEA=mRNA 
/GEN=CD19 /PR0D=CD19 
antigen /DB_XREF=gi: 10835052 
/UG=Hs.96023 CD19 antigen 
/FL=gb:NM_001770.1 
qb:M21097.1 gb:M28170.1 


NM^001770 




NP_001761 


206471_s_at 


0.018222 


gb:NiVI_005761.t /DEF-Homo 
sapiens plexin 01 (PLXNC1), 
mRNA. /FEA=mRNA 
/GEN=PLXNC1 /PROD=plexin 
01 /DB_XREF=gi:5032222 
/UG=Hs.286229 plexin 01 
/FL=gb.AF030339.1 
gb:NM_005761.1 


NM_005761 




NP_005752 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 
Acc ssion 
No. 


Protein 

Accession 

No. 


206478^at 


0.034721 


gb:N(yi_014792.1 /DEF=Homp 
sapiens KIAA0125" gene produet 
(KIAA0125), mRNA. /FEA=mRNA 
/GEN=KIAA0125 
/PROD=K!AA0125 gene product 
/DB_XREF=gi:7661923 
/UG=Hs.38365 KIAA0125 gene 
product /FL=gb:D50915.1 
gb:NM 014792.1 


NM^014792 




NP_055607 


206492_at 


0,034721 


gb:NM_002012.i /DEF=H0mp 
sapiens fragile histidiiie triad 
gene (FHIT), mRNA. 
/FEA=mRNA /GEN=FHIT 
/PROD=fragile histidine triad 
gene /DB_XREF=gi:4503718 
/UG=Hs.77252 fragile histidine 
triad gene /FL=gb:U46922.1 
gb:NM_002012.1 


NM_002012 




NP_002003 


2i36493_at 


0.034721 


gb:NM_000419.2 /DEF=Homo 
sapiens integrin, alpha 2b 
(platelet glycoprotein lib of llbllla 
complex, antigen CD41B) 
(ITGA2B), mRNA. /FEA=mRNA 
/GEN=ITGA2B /PROD=integrin 
alpha 2b precursor 
/PB_XREF=gi;6006009 
/UG=Hs.785 integrin, alpha 2b 
(platelet glycoprotein lib of llbllla 
complex, antigen 0041 B) 
/FL=gb:M34480.1 gb:J02764.1 
gb:NM_000419.2 


NM_OO0419 




NP_000410 


206507_at 


0.035763 


gb:NM_014724.1 /DEF=Homo 
sapiens KIAA0426 gene product 
(KIAA0426), mRNA. /FEA=mRNA 
/GEN=KIAA0426 
/PROD=KIAA0426 gene product 
/DB_XREF=gi:7662109 
/UG=Hs.97476 KIAA0426 gene 
product /FL=gb:AB007886.1 " 
gb:NM_014724.1 


NM_014724 




NP_055539 



s 
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Gene List Corresponding to Fiqur 19 - Coronary Artery Dis ase 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


206562_s_at 


0.018023 


gb:NM_001892.1 /DEF=Homo 
sapiens casein - kinase 1, alpha. 
1 {CSNK1A1), mRNA. 
/rtiM— itiiaINM /ocin— Vv'^i^ i*^ ' 

/PROD=casein kinase 1, alpha 1 
/DB_XREF=gi:4503088 
/UG=Hs.283738 casein kinase 1, 
alpha 1 /FL=gb:NI\/l_001 892.1 
gb:L37042.1 


NM_0p189a 




NP_001883 




u.u 1 ouzo 


^h•M^yl nriRTRn 1 /nPF-l-lnmn 
yu.iNivi uuD/ou. 1 /L»cr— .nui iiu 

sapiens SMA3 (SiyiAS), mRNA. 
/FEA=mRNA /GEN=SMA3 
/PR0D=SMA3 
/DB_XREF=gi:5803174 
/UG=Hs.289061 SMA3 
/FL=gb;NM_006780.1 


MM nnfi7Rri 




NP_006771 


206567_^s_at 


0036254 


gb:NM_016436.1 /DEF=?Homo 
sapiens hepatocellular carcinoma- 
associated antigen 58 
(LOC51230), mRNA. 
/FEA=mRNA /GEN=LOC51230 

/DD r^r^— hor^otor'olli liar ^arr^innma- 
/r r\wLJ— llcjJaLUUtiMUIctl Lrdl Uli lUI l let' 

associated antigen 58 
/DB_XREF=gi:7705990 
/UG=Hs.301055 hepatocellular 
carcinoma-associated antigen 58 
/FL=gb:AF220416.1 
gb:NM_016436.1 


NM_016436 




NP^057520 


206655_s_at 


0.026842 


gb:NM__000407.3 7DEF=Homo 
sapiens glycoprotein lb (platelet), 
beta polypeptide (GP1BB), 
mRNA. /FEA=mRNA 
/GEN=GP1BB 

/DD^^r^^i^ lif^/\r\mtAin lint I^Ato ■ 

/r Kuu— giycoproiein lu oeia 
polypeptide precursor 
/DB_XREF=gi:9945387 
/UG=Hs.283743 glycoprotein lb 
(platelet), beta polypeptide 
/FL=gb;J03259.1 
Qb:NM 000407.3 


NM_000407 




NP_000398 
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Gene List Correspondinq to Fiqure 19 • Coronary Artery Disease 






G ne 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


206666_at 


0.018444 


gb:NM_002l04.1 /DEF==Homo 
sapiens granzyme K (serine 
protease, granzyme 3; tryptase 
11) (GZMK), mRNA. /FEA=mRNA 
/GEN=GZIvlK /PROD=granzyme 
K precursor 
/DB_XREF=gi;4504234 
/UG=Hs.3066 granzyme K 
(serine protease, granzyme 3; 
tryptase 11) /FL=gb:U35237.1 
gb;NM 002104.1 gb:U26174.1 


NM_002104 




NP_002095 


206693^at 


0.033533 


gb:NM_000880.1 /DEF=Homo 
sapiens interleukin 7 (IL7), 
mRNA. /FEA=mRNA /GEN=|L7 
/PROD=interieukin 7 
/DB_XREF=gi:4504676 
/UG=Hs.72927 interieukln 7 
/FL=gb:J04156.1 
gb:NM 000880.1 


NM,000880 


- 


NP_000871 


206700_s_at 


0.019657 


gb:NM_004653.1 /DEF?=Homo 
sapiens SMC (mouse) homoldg, 

Y chromosome (SMCY), mRNA. 
/FEA=mRNA /GEN=SMCY 
/PROD=SMC (mouse) homolog, 

Y chromosome - 
/DB_XREF=gi:4759149 
/UG=Hs.80358 SMC (mouse) 
homolog, Y chromosome 
/FL=gb:U52191.1 . 
gb:NM_004653.1 


NM_004653 




NP_0d4644 


206770_s_at 


0.034721 


gb:NM_012243.1 /DEF=Homo 
sapiens solute carrier family 35 
(UDP-N-acetylglucosamine (UDP- 
GlcNAc) transporter), member 3 
(SLC35A3), mRNA. /FEA=mRNA 
/GEN=SLC35A3 /PROD=solute 
carrier family 35(UDP-N- 
acetylglucosamine (UDP-GlcNAc) 
transporter), member3 
/DB_XREF=gi:6912667 
/UCj-ns.lo9o22 soiute carrier 
family 35 (UDP-N- 
acetylglucosamine (UDP-GlcNAc) 
transporter), member 3 
/FL=gb:AB021981.1 
gb:NM 012243.1 


NM_012243 




NP_036375 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gen 

Acc ssibn 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


206782_s_at 


0.036254 


gb:NM_005528.1 /DEF=Hom6 
sapiens, heat shock 40kP 
protein 2 (HSPF2), mRNA. 
/FEA=mRNA /GEN=HSPF2 
/PROD=heat shock 40kb protein 
2 /DB XREF^gi:5031770 
/UG=Hs.172847 DnaJ (Hsp40) 
homolog, subfamily C, member 
4 /FL=gb:AF012106.1 
gb:NM_005528.1, 


NM_005528 




NP_005519 






> 


L 




206914_at . 


0.028893 


gb:NM_019604.1 7pEF=Homo 
sapiens class-l l\/IHCTrestricted T 
cell associated molecule 
(CRTAM), mRNA. /FEA=mRNA 
/GEN=CRTAI\/I /PROP=class-l 
MHC-restricted T cell 
assoeiatedmolecule 
/DB_XREF=gi:9624976 
/UG=Hs. 159523 class-l MHC- 
restricted T cell associated 
molecule /FL=gb:AF001 622.1 . 
gb:NM_01 9604.1 


NM_019604 




NP^062550 


2d6958_s_at 


0.034721 


gb:AF318575.1 /DEF=Homo 
sapiens UPF3 (UPF3) mRNA, 
complete cds. /FEA=rn!RNA 
/GEN=UPF3 /PROD=UPF3 
/DB_XREFFgi: 12620405 
/UG=Hs.274412 similar to yeast 
Upf3, variant A 
/FL=gb:AY01 3250.1 
gb:AF318575.1 gb:NM_023011.1 


AF31'8575 




NP^542418 


206965^at 

V 


0.045316 


gb:NM_016285.1 /DEF=Homo 
sapiens AP-2rep transcription 
factor (LOC51717), mRNA. 
/FEA=mRNA /GEN=LOC51717 
/PROD=APT2rep transcription 
factor /DB_XREF=gi:7706476 
/UG=Hs.278998 AP-2rep 
transcription factor 
/FL=gb:AF1 13122.1 
gb:AF161471.1 gb:NM_016285.1 


NM^016285 




NP^057369 
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Gene List Corresponding to Figure 19 - Coronary Artery Diseas 






Gene 
Identifier 


p-value 


P scription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


207108^s_at 


0.046749 


gb:NM_Ol 5384.1 /DEF=Homo 
sapiens IDN3 protein {IDN3),. 
mRNA. /FEA=mRNA /GEN=ipN3 
/PROD=IDN3 protein 
/DB_XREF=gi:7661841 
/UG^Hs.225767 IDN3 protein 
/FL=gb:AB01 9602.1 . 
gb:NM_01 5384.1 


NM_015384 




NP_597677 


207186_s^at 


0.018023 


gb:NM_004459.2 /DEF=Homo 
sapiens fetal Aizlieimer antigen 
(FALZ), mRNA. /FEA=mRNA 
/GEN==FALZ /PROP=fetal 
Alzheimer antigen 
/DB_XREF=gi:6552329 
/UG=Hs.99872 fetal Alzheimer 
antigen /FL=gb:U05237.1 
gb.NM_004459.2 


NM_004459 




NP_004450 


207234_at 


0,035763 


gb:NM_002919.1 /DEF=^Homo. 
sapiens regulatory factor X, 3 
(influences HLA class II 
expression) (RFX3), mRNA. 
/FEA-mRNA /GEN=RFX3 
/PROD=regulatory factor X, 3 
(influences HLA class 
llexpression) 
/DB_XREF=gi:4506494 
/UG=Hs.166019 regulatory factor 
X, 3 (influences HLA class II 
expression) /FL-gb:NM_002919.1 


N,M^002919 




NP_602304 


207351_s_at 


0.040064 


gb:NM_003975.1 /DEF=Homo 
sapiens SH2 domain protein 2A 
(SH2D2A), mRNA. /FEA=inRNA 
/GEN=SH2D2A /PR0D=SH2 
domain protein 2A 
/DB_XREF=gi:4503632 
/UG=Hs. 103527 SH2 domain 
protein 2A /FL=gb:NM_003975.1 
gb:AF097744.1 


NM^003975 




.NP_003966 
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0 ne List Correspohding to Figure 1d - Coronary Artery Disease 






G n 

Identifier 


p-valiie 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2(37389_at 


0.026013 


gb:NIVI_000173.1 /DEF=Homo 
sapiens glycoprotein lb (platelet), 
alpha polypeptide (GP1BA), 
mRNA. /FEA=mRNA 
/GEN=GP1BA /PROD=p!atelet 
glycoprotein lb alpha 
polypeptideprecursor . 
/DB_XREF=gi:4504070 
/UG=Hs.1472 glycoprotein lb 
(platelet), alpha polypeptide 
/FL=gb:J02940.1 
gb;NM_000 173.1 


NIVII.000173 




NP_0q0164 


207435_s_at 

1 


0.034721 


gb:NM_016333.1 /DEF=Homo 
sapiens RNA binding protein; AT 
rich element binding factor 
(SRM300), mRNA. /FEA=mRNA 
/GEN=SRM3P0 /PROD=splicing 
coactivator sUbunit SRm300 
/DB_XREF-gi:770671 8 
/UG=Hs.197114 RNA binding 
protein; AT-rich element binding 
factor /FL=gb:AF201 422.1 
gb:NM^016333.1 


NM_016333 

) 




NP_057417 


207446^at 


0.034721 


9b:NM_006068.1 /DEF=Homo 
sapiens toll-like receptor 6 
(TLR6), mRNA. /FEA=rnRNA 
/GEN=TLR6 /PROD=toll-like 
receptor 6 ' . 
/DB_XREF=gi:51 74720 
/UG^Hs 227105 toll-like receptor 
6 /FL=gb:AB020807.1 
gb:NM 006068.1 


NM_006068 




NP_006059 
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Gene List Corresponding to Figure 19 - Coronary Artery [ 


)isease 






Gene 
Identifier 


p-vaiue 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Prot in ^ 
Accession 
No. 


207508^at 


0.046749 


gb:NM_001689.1 /DEF=Homo 
sapiens ATP synthase, H+ 
transporting, mitochondrial FO 
connplex, subunit c (subunit 9) 
isoform 3 (ATP5G3), mRNA. 
/FEA=mRNA 7GEN=ATP5G3 
/PROD=ATP synthase, H+ 
transporting, mitochondrial 
FOcomplex, subunit c (subunit 9) 
isoform 3 /DB_XREF=gi:450230O 
/UG=Hs.429 ATP synthase, H+ 
transporting, mitochondrial FO 
complex, subunit c (subunit 9) 
isoform 3 /FL=gb:U09813.1 
gb:NM^001689.1 


NM_001689 




NP1001680 


207509_s_at 


0.042466 


gb:NM_002288.2 /DEF=Homo 
sapiens leukocyte-associated Ig- 
like receptor 2 (LAIR2), 
transcript variant 1, mRNA. 
/FEA=mRNA /GEN=LAlR2 
/PROD=leukoGyte-associated Ig- 
like receptor 2, isoforma 
/DB__XREF=gi: 109471 00' 
/UG=Hs.43803 leukocyte- 
associated Ig-like receptor 2 
/FL=gb:NM 002288.2 


NM_002288 




NP_067154 


2g7525_s_^at 


0.020576 


gb:NM_0d5716.1 /DEF=Homo 
sapiens chromosome 19 open 
reading frame 3 (C190RF3), 
mRNA. /FEA=mRNA 
/GEN=C190RF3 /PROD=GLUT1 
C-terminal binding protein 
/DB__XREF=gi:5031714 
/UG=Hs.6454 chromosome 19 
open reading frame 3 
/FL=gb:AF089816.1 
gb:NM_005716.1 


NM_005716 




NP_005707 
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Gene List Corresponding to Figure 19 r Coronary Artery Disease 






Gen 

Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accessjon 

No. 


Protein 

Accession 

No. 


207549_x_at 


0.046749 


gb:NM_002389.1 /DEF=Homo 
sapiens membrane cofactor 
protein .(CD46, trpphoblast- 
lymphocyte cross-reactive 
antigen) (MCP), mRNA. 
/FEA=mRNA /GEN=MCP 
/PROD=membrane cofactor 
protein (CD46,trophob!ast- ' 

l\/mnhop\/tA f^roQQ-rPi^r't'iv/^ 

antigen) /DB_XREF=gi: 11321566 
/UG=Hs.83532 membrane 
cofactor protein (CD46, 
trophoblast-lymphocyte cross- 
reactive antigen) 
/FL=gb:NM_002389.1 


NMJ02389 

J 




NP_758871 


207554_x_at 


0.038535 


gb:NM_001060:i /DEF=Homo ; 
sapiens thromboxane A2 

/FEA=mRNA /GEN=TBXA2R 
/PROD=thromboxane A2 receptor 
/DB_XREF=:gi:4507380 
/UG=Hs.89887 thromboxane A2 
receptor /FL=gb:NM_001060.1 
gb:D38081.1 gb:U27325.1 


NM_001060 




NP_001051 


207556_s_at 


0.049425 


gb:NM303646.1 /DEF=Homo 
sapiens diacylglycerol kinase, 
zeta (104kD) (DGKZ), mRNA. 
/FEA=mRNA /GEN=DGKZ 

/PRPir^=riiap\/lnl\/r*prril IfinaQO 
/i i\wL/--uiaL*yiyiyuciUi iviiiaoc, 

zeta (.104kD) 
/DB_XREF=gi:4503316 
/UG=Hs.89981 diacylglycerol 
kinase, zeta (104kD) 
/FL=gb:U51 477,1 
gb:NM_003646.1 


NM_003646 




NP_003637 


207651_at 


0.034721 


gb:NM^01 3308.1 /DEF=Homo 
sapiens platelet activating 
receptor homolog (H963), 
mRNA. /FEA=mRNA /GEN=H963 
/PROD=Dlatelet activatina 
receptor homolog 
/DB_XREF=gi:7019400 
/UG=Hs. 159545 platelet 
activating receptor homolog 
/FL=gb:AF002986.1 
gb:NM 013308.1 


NM_013308 




NP_037440 
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Gene List Corresponding to Figure 19 - Coronary Artery Dis ase 






Gene , 
Identifier 


p-value 


Description 


Oene 

Accession 
No. 


Unigehe 

Accession 

No. 


Protein 

Accession 
No. 


2q7665_at 


0.034721 


gb:NM_003813,1 /DEF-Homo 
sapiens a disintegrin and 
metalloproteinase domain 21 
(ADAM21), mRNA. /FEA^mRNA 
/GEN=ADAM21 /PROD=a 
disintegrin and metalloproteinase 
domain 21 preproprotein 
/DB_XREF=gi: 11 497039 
/UG=Hs. 178748 a disintegrin and 
metalloproteinase domain 21 
/FL=gb:NM_003813.1 


NM_003813 




NP_003804 








207723_s_at. 


0.027239 


gb:NM_00226l.1 /DEF=Horno 
sapiens killer cell lectin-like 
receptor subfamily 0, member 3 
(KLRC3), transcript variant 
NKG2-E, mRNA. /FEA=mRNA 
/GEN=KLRC3. /PROD=killer cell 
lectin-like receptor subfamily 
Cmember 3 isoform NKG2-E 
/DB_XREF-gi:4504884 
/UG=Hs.258850 killer cell lectin- 
like receptor subfamily C, 
member 3 /FL,=gb: LI 4542,1 
gb:NM_002261.1 


NM^002261 




NP^031359 


207724_s_at 


0.034721 


gb:NM_014946.2 /DEF=Homo 
sapiens spastic paraplegia 4 
(autosomal dominant; spastin) 
(SPG4), mRNA. /FEA=mRNA 
/GEN=SPG4 /PROD^spastin 
/DB_XREF=gi: 11875210 
/UG=Hs.26334 spastid paraplegia 
4 (autosomal dominant; spastin) 
/FL=gb:NM_014946.2 


NM_014946 




NP_055761 


20,7734_at 


0.025284 


gb:NM_017773.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20340 (FLJ20340). mRNA. 
/FEA=mRNA /GEN=FLJ20340 
/PROD=hypothetical protein 
FLJ20340 /DB_XREF=gi:8923315 
/UG=Hs.272794 hypothetical 
protein FLJ20340 
/FL=gb:NM_017773.1 


NM_017773 




NP_060243 
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Gene List Corresponding to Figure 19 - Coronary Artery 


Disease 






G ne 
Identifier 


p-va!ue 


D scription 


Gene 

Accession 
No. 


Unigehe 

Accession 

No. 


Protein 

Accession 

No. 


207760_s_at 


0,034721 


gb:NM_006312,1 /DEF=Homo 
sapiens nuclear receptor cq: 
repressor 2 {NC0R2), mRNA. 
/FEA=mRNA /GEN=NCpR2 
/PROD=nuclear receptor co- 
repressor 2 

/DB_XREF=gi:5454073.. 
/UG=Hs. 287994 nuclear receptor 
co-repressor 2 
/FL=gb:AF1 13003.1 

gb:NM_006312.1. 


NM^0p6312 




NP_006303 


207782_s_at 


0.018444 


gb:NM_007319.1 /DEF=Homo 
sapiens preseriilin 1 (Alzheimer 
disease 3) (PSEN1), transcript . 
variant 1-374., mRNA. 
/FEA=mRNA /GEN=PSEN1 
/PROD=presenjlin 1 isoform 1- 
374 /DB_XREF=gi:7549814 
/UG=Hs.3260 presenilirl 1 
(Alzheimer disease 3) 
/FL=gb:U40380.1 
gb:NM 007319.1 


NM^007319 




NP_015558 


207794_at 


0.026842 


gb:NM_000648.1 /DEF=Homo 
sapiens chemokine (C-C motif) 
receptor 2 (CeR2). mRNA. 
/FEA=mRNA /GEN=CCR2 
/PROD=chemokine (C-C motif) 
receptor 2 

/DB__XREF=gi:4757937 
/UG=Hs.395 chemokine (C-C 
motif) receptor 2 • 
/FL=gb:U03905.1 
gb:NM_000648.1 gb:D29984.1 


NM_000648 




,NP_000639 


207856_s_at: 


0.034721 

. . ) 


gb:NM_017951.1 7DEF=Homo 
sapiens hypothetical protein 
FLJ20297 (FLJ20297), mRNA. 
/FEA=mRNA /GEN=FLJ20297 
/PROD=hypotheticaI protein 
FLJ20756 

/DB_XREF=gi: 13443032 
/UG=Hs.94491 hypothetical 
protein FLJ20297 
/FL=gb:NM 017951.1 


NMl0i7951 




NP_060421 
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G he List Corresponding to Figur 19 - Coronary Artery Disease 






Gene 
Identifi r 


p-value 


Description 


G ne 

Accession 
No. 


Unigene 
Acc ssion 

No 


Protein 

Accession 
No. 


207892_at 


0.0238|56 


gb:NM_00d074.1 /DEF=Homo 
sapiens tumor necrosis factor 
(ligand) superfamily, member 5 
(hyper-IgM syndrome) (TNFSF5), 
mRNA. 7FEA=mRNA 
/GEN=TNFSF5 /PROD=Cp40 
antigen ligand 
/DB_XREF=gi:4557432 
/UG=Hs.652 tumor necrosis 
factor (ligand) superfamily, 
member 5 (hyper-IgM syndrome) 
/FL=gb:L07414.1 
gb:NM_000074.1 


NM_000074 

• ■ J' ■ 




NP_000065 


207979_^s_at 


0.019292 


gb:NM_004931.1 /DEF=Homo 
sapiens CD8 antigen,, beta 
polypeptide 1 (p37) (CD8B1), 
mRNA: /FEA=mRNA 
/GEN=CD8B1 /PROD=CD8 
antigen, beta polypeptide 1 
(p37) /DB_XREF=gi:4826666 
/UG=Hs.2299 CD8 antigen, beta 
polypeptide 1 (p37) 
/FL=gb:NM_004931.1 


NM_004931 




NP_757362 


207992^s_at 


0.018023 


gb:NM_000480.1 /DEF=Homb 
sapiens adenosine 
monophosphate deaniinase 
(ispform E) (AMPD3), mRNA. 
/FEA=mRNA /GEN=AMPD3 
/PROP=adenosine 
monophosphate deaminase 
(isoform E) 

/DB_XREF=gi:4502078 
/UG=Hs-83918 adenosine 
monophosphate deaminase, . 
(isoform E) /FL=gb:NM 000480.1 


NM_000480 




NP_000471 


208022_s_at 


0.022752 


gb:NM_003671.1 /DEF=Homo 
sapiens CDC14 (cell division 
cycle 14, S. cerevisiae) homolog 
B (CDC14B), mRNA. 
/FEA=mRNA /GEN=CDC14B 
/PROD=S. cerevisiae GDC14 
homolog, gene B 
/DB_XREF=gi:4502698 
/FL=gb:NM 003671.1 


NM„00367i 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
identifier 


p-vaiue 


Description " ^ 


Gene^^ 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


208024__s_at 


0.018444 


gb:NM_O05675.1 /DEF=Homo 
sapiens DIGeorge syndrome 
critical region gene. 6 (DGCF?6), 
mRNA. /FEA==nnRNA 
/GEN=DGCR6 /PROD=DiGeorge 
syndrome critical region protein 
6 /pB_XREF=gi:5031662 
/UG=Hs. 153910 DiGeorge 
syndrome critical region gene 6 
/FL=gb:AF228707.1 
gb:NM_005675.1 


NM_P05675 




NP_005666 


208095_s_at 


0.018023 


gb:NM_001222.1 /DEF=Homo 
sapiens calciumcalmodulin- 
dependent protein kinase (CaM 
kinase) II gamma (CAMK2G), 
mRNA. /FEA=mRNA 
/GEN=CAMK2G 
/PROD=calciumcalmodulin- 
dependent protein kinase 
(CaMkinase) 11 gamma 
/DB_XREF=gi:4502554 
/UG=Hs.250857 
calciumcalmodulin-dependent 
protein kinase (CalVI kinase) II 
gamma /RL=gb:U81554.1 
gb:NM_001222.1 


NM_001222 




NP_751913 


208116_s_at 


0.046749 


gb:NM_005907.1 /DEF=Homo 
sapiens mannosidase, alpha, 
class 1A, member 1 (MAN1A1), 
mRNA. /FEA=mRNA 
/GEN=MAN1A1 
/PROD=mannosidase. alpha, 
class 1A, mernber 1 
/DB_,XREF=gi:5174520 
/UG=Hs.25253 mannosidase, 
alpha, class 1A, member 1 
/FL=gb:NM_005907.1 


NM_005907 


> 


NP_005898 


208121_s_at 


0.049425 


gb:NM_002848.2 /DEF=Homb 
sapiens protein tyrosine 
phosphatase, receptor type, 0 
(PTPRO), transcript variant 2, 
mRNA. /FEA=mRNA 
/GEN=PTPRO /PROD=receptor- 
type protein tyrosine 
phosphatase 0;isoform b 
precursor 

/DB_XREF=gi: 1367721 2 
/FL=gb:NM 002_848^2 


NM_002848 




NP J 09596 
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Gene List Corresponding to Figure 19 ^ Coronary Artery [ 


)isease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


20815i_x_at 


0.019292 


gb:NM_030881.1 /DE,F=Homo 
sapiens DEADH _(Asp-Glu-Ala- 
AspHis) box polypeptide 17 
(72kD) (DDX17), transcript 
variant 2, mRNA. /FEA=mRNA 
/GEN=DDX17 /PROD=PEADH 
(Asp-Glu-Ala-AspHis) box 
polypeptide 17,jsofoi-nn 2 
/DB_XREF=gi: 13787203 
/FL=gb:NM_030881.1 


NM_030881 




NPJ 12020 


208268>t 


0.048741 


gb:NM_021777.1 /DEF=Homo 
sapiens a distntegrin and 
metalloproteinase domain" 28 
(ADAM28). transcript variant 3, 
mRNA. /FEAFmRNA 
/GEN=ADAM28 /PROD=a ; 
disintegrin and metalloproteinase 
domain 28,isoform 3 
preproprotein 
/DB_^XREF=gi: 11 496993 
/UG=Hs.174030 a .disintegrin and 
metalloproteinase domain 28 
/FL=gb:NM_021777.1 
gb:AF1 37335.1 


NM_021777 




NP_^068548 


208304_at ' 

{ 


0.046749 


gb:NM_001837.1 /DEF=Homo 
sapiens chemokine (C-C mptif) 
receptor 3 (CCR3), mRNA. 
/FEA=mRNA /GEN=CCR3 . 
/PROD=chemokine (C-C motif) 
receptor 3 

/DB_XREF=g'*4502636 
/UG=Hs. 158324 chemokine (C-C 
motif) receptor 3 
/FL=gb:U28694.1 gb:AF026535.1 
gbjNM 001837.1 


NM_001837 




NP_847899 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Descrtptipn 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Prot in 
Acc ssion 
No. 


208426^x_at 


0.049425 


gb:NM_002255.1 /DEF=Homo 
sapiens killer cell 
immunoglobulin-like receptor, two 
domains, long cytoplasmic tail, 4 
(KIR2DL4), mRNA. /FEA=mRNA 
/GEN=KIR2DL4 /PROD=killer cell 
immunoglobulin-like receptor, 
twodomains, long cytoplasmic 
tail, 4 /DB_XREF=gi;4504870 
/UG=Hs. 166085 killer cell 
immunoglobulin-like receptor, two 
domains, long cytoplasmic tail, 4 
/FL=gb:AF002981.1 
gb;NM_002255;1 


NM_002255 


• - 


NPJ02246 


208452_x^at 


0;040064 


gb:NM__004145.1 /DEF=Homo 
sapiens myosin IXB (MY09B), 
mRNA. /FEA=CDS 
/GEN=MY09B /PRQD=myosin 
IXB /DB_XREF=gi:4758749 
/UG=Hs. 159629 myosin IXB 
/FL=gb:U42391.1 
gb:NM_004145.1 


NM_004145 




NPJ04136 


208549_x^at 


0.018023 


gb:NM_^016171.1 /DEF=Homo 
sapiens prothymosin a14 
(LOC51685). mRNA. /FEA=CDS 
/GEN=LOC51685 
/PROD=prothymosin a14 
/DB_XREF=gi:7706414 
/UG=Hs.247919 prothymosin a14 
/FL=gb:AF170294.1 
gb:NM_016171.1 


NM_016i71 




NP^0,57255 


208591^s^at 


0.046749 


gb:NM_000922.1 /DEF=Homo 
sapiens phosphodiesterase 3B, 
cGMPHnhibited (PDE3B). mRNA. 
/FEA=CDS /GEN=PDE3B 
/PROD=phosphodiesterase 38, 
cGMP-inhibited 
/DB,XREF=gi:4505660 
/UG=Hs.326528 
phosphodiesterase 3B, cGMP- 
inhibited /FL=gb:NM_000922.1 


NM_000922 




NP_0qO913 
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Gene List Corresponding to Figure 19 - Corohary Artery Disease 






Gene 
Identifier 


p-value 


Description ^ 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


20861 1_s_at 


0.018023 


gb:U83867.1 /DEF=Human alpha 
if spectrin mRNA, complete eds. 
/FEA=mRNA /PROD=alpha 11 
spectrin /DB_XREF=gi: 1805279 
/UG=Hs.771 96 spectrin, alpha, 
non-erythrocytic 1 (alpha-fodrin) 
/FL=gb:J05243.1 gb:U83867.1 
gb:NIVI_003127.1 


U83867 




NP^003118 


20861 0.at 


0.018023 


gb:U48297.1 /DEF=Homo 
sapiens protein tyrosine 
phosphatase PTPCAAX2 . 
(hPTPCAAX2) mRNA. complete 
cds. /FEA=mRNA 
/GEN=hPTPCAAX2 
/PROD=protein tyrosine 
phosphatase PTPCAAX2 
/bB_XREF=gi: 1777756 
/UG=Hs:82911 protein tyrosine 
phosphatase type IVA, member 
2 /FL=gb:U48297.1 
gb:NM 003479.1 jb:AF208850.1 


U48297 




NP_536317 


208619_at 


0.034721 


gb:L40326.1 /DEF=Homo 
sapiens Hepatitis B virus X- 
associated protein 1 mRNA, 
complete cds. /FEA=mRNA 
/PROD=X-associated protein 1 
/DB^XREF=gi:695361 
/UG=Hs. 108327 damage-specific 
DNA binding protein 1 (127kD) 
/FL=gb:U 18299.1 gb:U32986.1 
gb:NM^001 923.2 gb:L40326.1 


L40326 




NP_001914 


208623^s_at 


0.046749 


gb:J05021.1 /DEF=Human 
cytovillin 2 (VIL2) mRNA, 
complete cds. /FEA=mRNA 
/GEN=VIL2 /DB_XREF=gi:340216 
/UG=Hs.155191 villin 2 (ezrin) 
/FL=gb:J05021.1 gb:AL162086.1 
gb:NM_003379.2 


J05021 




NP_0q3370 
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Gene 
Identifier 


p-value 


Description . . 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


208634_s_at 


a018023 


gb:AB029290;i /DEF=Homo 
sapiens mRNA for actin binding 
protein ABP620, complete cds. 
/FEA=mRNA /GEN=abp620 
/PROD=actin binding protein 
ABP620 /DB_XREF=gi:5821433 
/UG=Hs.108258 actin binding 
protein; maerophin (microfilament 
and actin filament cross-linker 
protein) /FL=gb:AB029290.1 


AB029290 


' - ' • ■ :'. 


NP_149033 


208644_at 


0.025284 


gb:M32721.1 /DEF=Human 
poIy(ADP-ribose) polymerase 
mRNA, complete cds. 
/FEA=mRNA /GEN=PPOL 
/DB_XREF=gi: 190266 
/UG=Hs. 1 77766 ADP- 
rlbosyitransferase (NAD+; poly 
(ADP-ribose) polymerase) 
/FL=gb:NM_001618.2 
gb:M18112/l gb:M32721.1 
gb:J03473.1 


M32721 




NP_001609 


208653_s_at 


0.034721 


Consensus includes 
gb:AF263279.1 /DEF=Homo , 
sapien$ GDI 64 mRNA, complete 
cds. /FEA=CDS /PROD=CD164 
/DB_XREF=gi:9230740 
/UG=Hs.43910 CD1 64 antigen. , 
sialomucin 7FL=gb:AF299341.1 
gb:AF299.343.1 gb:AF263279.1 


AF299343 




NP_0p6007 

\ 


208657_s_at 


0.018222 


gb:AF1 42408.1 /DEF=Homo 
sapiens cell division control 
protein septin D1 mRNA, 
complete cds. /FEA=mRNA 
/PROD=cell division control 
protein septin D1 
/DB^XREF=gi: 11 055010 
/UG=Hs.181002 MLL septin-like 
fusion /FL=gb:AF142408.1 
gb:AF142569.1 


AF142408 


... , 


NP^006631 
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Gene List Corresponding to Figure 19 ^ Coronary Artery Disease 






G ne 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


208658_at' 


0.03472"i 


gb:BC000425.1 /DEF=Homo' 
sapiens, protein disulfide. 


BC000425 




NP_004902 


f 




isomerase related protein 
(calcium-binding protein, 
intestinal-related), clone 
MGC:8346, mRNA, complete 
cds. /FEA=mRNA /PROD=protein 
disulfide isomerase related 
protein(calcium-binding protein, 
intestinal-related) 
/DB^XREF=gi:12653312 
/UG=ns. 93659 protein disulfide 
isomerase related protein 
(calcium-binding protein, 
intestinal-related) 
/FL=gb:BC000425.1 
gb:BC001928.1 








208663_s_at 


0.018693 


Consensus includes gb:AI652848 

/CCA— cox 

/rEA-EoT , 

/DB_XREF=gi:4736827 

/DB_XREF=est:wb40a04.x1 

/CLONE=IMAGE:2308110 

/UG=Hs 1 1 81 74 tetratricopeptide 

repeat domain 3 

/FL=gb:D84294.1 


P84294 




NP_003307 


208690_s_at 


0.034721 


gb:BC000915.1 /DEF=Homo 
sapiens, Similar to LIM protein, 
clone MGC:5344, mRNA, 
complete cds. /FEA=mRNA 
/PROp=Similar to LIM protein 
/PB_XREF=gi:12654194 
/UG=Hs.75807 PDZ and LIM 
domain 1 (elfin) 
/FL=gb:BC000915.1 


BC000915 




NP^066272 




U.Uzozo4 


Consensus includes gb!AI525212 
/FEA=EST 

/DB_XREF=gi:4439347 
/DB_XREF=est:pt1.i-2.A08.r 
/UG=Hs.279518 amyloid beta 
(A4) precursor-like protein 2 
/FL=gb:BC000373.1 


DoUUUo/o 




NP^001633 
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Gene List Corresponding to Figure 19 - Coronary Artery bis ase 






Gene 
Identifier 


p^vaiue 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


208714_at 


0.034721 


gb:AF0921 3 1 . 1 /DEF=Homp 
sapiens 51kpa subunit of NADH 
dehydrogenase mRNA, complete 
cds. /FEA=mRNA /PR0P=51kDa 
subunit of NADH dehydrogenase 
/DB_^XREF=gi:51 38911. 
/UG=Hs.7744 NADH . 
dehydrogenase (ubiquinone) 
flavoprotein 1 (51 kD) 
/FL=gb:AF053070.1 
gb:AF092131.1 gb:NM_007 103.1 


AF092131 




NP_009034 


208722_s_at 


0.018023 


gb:BCp01081.1 /DEF=Homo 
sapiens, anaphase-promoting 
complex subunit 5, clone 
MGC:2750, mRNA, complete 
cds. /FEA=mRNA 
/PROD=anaphase-prompting 
complex subunit 5 
/DB_XREF=gi: 12654502. 
/UG=Hs.7101 anaphase- 
promoting complex subunit 5 
/FL=gb:BC001081.1 
gb:BC001950.1 gb:AF191339.1 
gb:NM_016237.1 


BCpoiqsi 


• 


NP_057321 


208723_at 


0.018693 


gb:BC000350:1 /DEF=Homo 
sapiens, ubiquitin specific 
protease 11, clone MGC:8620, 
mRNA, complete cds. 
/FEA=mRNA /PRbD=ubiquitin 
specific protease 11 
/DB_XREF==gi: 126531 64 
/UG=Hs.171501 ubiquitin specific 
protease 11 /FL=gb:BC000350,1 
gb:U44839.1 9b:NM_004651.1 


BC000350 




NP_004642 


208727^s^at 


0.046749 


gb:BC002711.1 /DEF=Homo 
sapiens, cell division , cycle 42 
(GTP-binding protein, 25kD), 
clone MGC:3497, mRNA, 
complete cds. /FEA=mRNA 
/PROD=cell division cyde 42 
(GTP-binding protein,25kD) 
/DB_XREF=gi: 12803746 , 
/UG=Hs. 146409 cell division 
cycle 42 {GTP-binding protein, 
25kD) /F.L=gb:BC002711.1 
gb:BC003682.1 gb:M57298.1 
gb:NM-0G179W - • 


BC002711 




NP_426359 
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Gene 
Id ntifier 


P'value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


208735_s_at 


0.046749 


gb:AF022231.1 /DEF=Homo 
sapiens unknown protein mRNA, 
complete cds. /FEA=mRNA 
/PROD=unknown protein 
/DB_XREF=gi:4103319 
/UG=Hs. 180669 conserved gene 
amplified in osteosarcoma 
/FL=gb:AF000152.1 
gb:AF0222311 


AF022231 




NP^00572i 


208755 X at 


0.034721 


Ii3 histone, family 3A 


BF312331 


Hs.i81307 


NP 002098 


208758_at 


0.034/21 


gb:D89976.1 /DEF=Homo : 
sapiens mRNA for 5- 
aminoimida20le-4-carboxamide 
ribonucleotide transformylase, 
complete cds. /FEA=mRNA 
/PROD=5-anfiinoimidazole-4r 
carboxamide 

ribonucleotidetransformylase 
/DB^XREF=gi:2317691 
/UG=Hs. 90280 5-aminoimidazole- 
4-carboxamide ribonucleotide 
formyltransferaseIMP 
cyclohydrolase /FL=gb:U37436.1 
gb:D82348.1 gb:D89976.1 
gb:NM_004044.1 


P89976 




NP_^004035 


208835_s„at 


0.018023 


cisplatin resistance-associated 
overexpressed protein 


AW089673 


Hs.3688 


NP_057508 


208853_s_at 


0.046749 


gb:L18887.1 /DEF=Human ^ 
cainexin mRNA. complete cds. 
/FEA=mRNA /PROD=calnexin 
/DB_XREF=gi:306480 
/UG=Hs. 155560 cainexin 
/FL=gb:NM_001746 1 
gb:BC003552.1 gb:M94859.1 
gb:M98452.1 gb:L10284.1 
gb:L1 8887.1 


L-18887 


- 


NP_0p1737 


208875_s_at. 


0.025284 


Consensus includes 
gb:BF796470 /FEA=EST 
/DB_XREF=gi;12101524 
/DB_XREF=est:602259926F1 
/CLONE=IMAGE:4342999 
/UG=Hs.284275 Homo sapiens 
PAK2 mRNA, complete cds 
/FL=5b:AF092132.1 


AF092132 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


208876_s^at 


0.046749 


Consensus includes gb:Al076186 
/FEA=EST 

/DB_XREF=gi:3405364 
/DB_XREF=est:oz01 g01 .x1 
/CL0NE=iMAGE:1 674096 
/UG=Hs.284275 Homo sapiens 
PAK2 mRNA, complete eds 
/FL=gb:AF092132.1 


AF092132 






208910_s_at 


0.026284 


gb:L04636.1 /DEF=Homo 
sapiens pre-mRNA splicing 
factor 2 p32 subunit (SF2p32) 
mRNA, complete cds. 
/FEA=mRNA /PROD=splicing 
factor /DB_XREF=gi;338044 
/UG=?Hs.78614 complement 
component 1 , q subcomponent 
binding protein 
/FL=gb:NM_001212.2 
gb;BC000435.1 gb:L04636.1 


L04636 




NP_001203 


208927 at 


0.034721 


speckle-type POZ protein 


BF673888 


Hs. 129951 


NP 003554 


208934_s^at 


0.03018 


gb;AF34281 5.1 7DEF=Homb 
sapiens colorectal carcinomia- 
derived galectin-8 variant 1 
mRNA, complete cds. 
/FEA=mRNA /PROD=colorectal 
carcinoma-derived galectin^8 
varianti /DB_XREF=gi: 1 3249298 
/UG=Hs.4082 lectin, galactoside- 
binding, soluble, 8 (galectin 8) 
/FL=gb:AF342815.1 gb:L78132.1 
gb:AF074000.1 gb:N.M_006499.1 


AF342815 


J 


NP_006490 


208965_s_at 


0.036254 


interferon, gammia-inducible 
protein 16 


BG256677 


Hs. 155530'. 


NP_005522 


208997_s^at 


0.034721 


gb:U82819.1 /DEF=HomG 
sapiens UGP2 mRNA, complete 
cds. /FEA=mRNA /PROD=UGP2 
/DB_XREF=gi: 1877473 
/UG=Hs.80658 uncoupling protein 
2 (mitochondrial, proton earner) 
/FL=gb:NM_003355.2 
abU76367 1 abU82819 1 
gb:U94592.1 . 


U82819 




NP_003346 


209050_s_at 


0.018023 


ral guanine nucleotide dissociation 
stimulator 


AI421559 


Hs.396157 


NP^006257 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209057_x_at 


0,034721 


gb:AB007892.1 /DEF=Homo 
sapiens KiAA0432 itiRNA, 
complete cds. /FEA=mRNA 
/GEN=KIAA0432 
/DB_XREF-gi:2887434 
/UG=Hs.155174 CDC5 (cell 
division cycle 5, S. pombe, 
homolog)-like 
/FL=gb:NM_001253.1 
gb:U86753.1 gb;AB007892.1 


AB007892 






209092_s^at 


0.018023 


gb:AF061 730.1 /DeF=Homo 
sapiens clone 016b03 My027 
protein mRNA, complete cds. 
/FeA=mRNA /PROD=My027 
protein /DB_XREF=gi:12001995 
/UG=Hs,279061 GGI-150 protein 
/FL=gb:AF061 730.1 
gb:AF1 51 908.1 gb:NM_01 6080.1 


AF061730 




NP_057164 


209128^s_at 


0.025284 


gb;P63879.1 /DEF=Human 
mRNA for KIAA0156 gene, 
complete cds. /FEA=mRNA 
/GEN=KIAA0156 
/DB_XREF=gi:961449 
/UG=Hs.116875 KIAA0156 gene 
product /FL=gb:AB020880.1 
gb;NM_014706.1 gb:D63879.1 


D63879 




NP_055521 


209136 s at 


0.018973 


ubiquitin specific protease 10 


BG390445 


Hs.78829 


NP 005144 


209143_s_at 


0.046749 


gb:AF005422.1 /DEF=Homo 
sapiens reticulocyte pICIn 
mRNA, complete cds. 
/FEA-mRNA /PROD=reticulocyte 
pICIn /DB_XREF=gi:2209234 
/UG=Hs.84974 chloride channel, 
nucleotide-sensitive, 1A 
/FL=gb:U53454.1 gb;AF005422.1 
gb:AF026003.1 gb:NM_00 1293.1 
gb.U1 7899.1 


AF005422 




NP_001284 


209146 at 


0.025284 


sterol-C4-methyl oxidase-like 


AV704962 


Hs.239926 


NP 006736 
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Gen« List Corresponding to Figure 1 9 - Coronary Artery Disease 






Gen 

Identifier 


p-vaiue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209177lat' 


0.034721 


gb:BC002873.1 /DEF=Horriq " ' 
sapiens, Similar to nuclear. 
protein E3-3 orfl, clone 

MRP" 10^97 mRNA rnmnl(it(=> . 
rdc /FFA— mRMA /PROPl— Similar 

to nuclear protein E3-3 orf1 
/DB_XREF=gi: 12804040 
/UG=Hs 31387 DKFZP564J0i23 
protein /FL=gb:BC002873.1 


BC002873 






209197 at 


0.018222 


synaptotagmm XI 


AA626780 


Hs.380439 


NP 689493 


20,91 98^s_at 


0.018023 


gb: BC004291 ; r7DEF=Homp 
sapiens, Similar to 
synaptotagmin 11, clone . 

!VIOV«». 1 UOO 1 , lllrxINM, UUiII|Jic;Lc 

cds. /FEA=mRNA /PROD=Similar 
to synaptotagmin 11 
/DB_XREF=gi: 132791 39 
/UG=Hs.74554 K1AA0080 protein 
/FL=gb:BC004291.1 . ' 


BC00429T 




NP_689493 


209258_s_^at 


0.049425 


Consensus includgs .gb:AI373676 
/FEA=EST 

/L^D_/\,r\Li "-y 1 uouf^ 

/DB_XREF=est:q253h11.x1 . 
/CLONE=IMAGE:2030661 
/UG=Hs.24485 . chondroitin sulfate 
proteoglycan 6 (bamacan) 
/FL=gb:AF020043.1 
gb:NM^005445.1 .gb:AF067163.1 


NM^005445 




NP_005436 


2092q3^x_at 


0.034721 


gb:BC000389.1 /DEF=Homo 
sapiens, transmembrane 4 
superfamily member 7, clone 
MGC:8437, mRNA, complete 
cds. /FEA=mRNA 
/PROD=transmembrane 4 
suDerfamilv membpr 7 

o ui k/v^i 1 cii 1 1 1 1 y II 1^1 1 1 f 

/DB_XREF=gi: 12653240 
/UG=Hs.26518 transmembrane 4 
superfamily member 7 
/FL=gb:BC000389.1 
gb:AF022813.1 gb:AF054841.1 
gb:NM_003271.1 


BC000389 




NP_003262 



25i78 



Gene List Corresponding to Figure 19 .- Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


20927O_at 


0.046749 


gb;BC002675.1 /DEF=Homo 
sapiens, Similar to GG8198 
gene product, clone MGC:4276, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Similar to 
CG8198 gene product 
/DB_XREF=gi: 12803678 
/UG=Hs. 177776 hypothetical 
protein MGC4276 similar to 
CG8198 /FL=gb:AF284752.1 
gb:BC002675.1 


BC002675 




NPJ 12202 


209275_S:^at 


0,049425 


gb.AFOI 5593.1 /DEF=Homo 
sapiens C1.N3 protein (CLN3) 
mRNA, complete cds. 
/FEA=mRNA /GEN?=CLN3 
/PRbD=CLN3 protein 
/PB_XREF=gi:41 02728 
/UG=Hs. 194660 ceroid- 
lipofuscinosis, neuronal 3, 
juvenile (Batten, Spielmeyer-Vogt 
disease) /FL=gb:U32680.1 
gb:BC002394.1 gb:BC004433.1 
gb:AF01 5593.1 gb' NM_000086. 1 
gb:AF078169.1 gb:AF077956.1 
gb:AF077957.1 gb:AF077958. 1 
gb;AF077959.1 gb:AF077961.1 
gb:AFG77962.1 gb;AF077966. 1 
gb:AF077971.1 


AF015593 




NP_000077 


209340_at 


0.034721 


gb:S73498.1 /DEF=Homo 
sapiens AgX-1 antigen mRNA, 
complete cds. /FEA=mRNA 
/PR0D=AgX-1 antigen 
/DB_XREF=gi;688010 
/UG=Hs.21293 UDP-N- 
acteylglucpsamine 
pyrophosphorylase 1 
/FL=gb:AB01 1004,1 
gb:NM_003115.1 gb:S73498.1 


S73498 




NP_003106 






/ 









2579 



G ne List Corresponding to Figure 1 9 - Coronary Artery Disease 






Gen 

Identifier 


p-value 


Description 


Gene 

Accession 
N . 


Unigene 

Accession 

No. 


Prot in 
Acc ssion 
No. 


209358_at 


0.046749 


gb:AF1 18094.1 /DEF=Homo 
sapiens PR02134 mRNA, 
complete cds. /FEA=mRNA 
/PROD=PR02134 
/DB_XREF=gi:6650833 
/UG=Hs.83126 TATA box 
binding protein (TBP)^associated 
factor, RNA polymerase 11, 1, 
28kD /FL=gb:D63705.1 
gb:NM_005643.1 "gb:AF1 18094.1 


AF 11 8094 




NP^005634 


209379_s_at 


0.034721 


gb:AF241785.1 /DEF=Homo 
sapiens NPD012 (NPP012). 
mRNA, complete cds. 
/FEA=mRNA /GEN=NPD012 
/PROD=NPP012 
/DB_XREF=gl: 12005486 
/UG=Hs 81897 KIAA1128 protein 
/FL=gb:AF241 785.1 


AF241785 




NP_061872 


209389_x_at 


0.034721 


gb:M15887.1 7DEF=Human 
endozepine (putative ligand of 
benzodiazepine receptor) mRNA, 
coniplete cds. /FEA=mRNA 
/DB_XREF=gi:181960 
/UG=Hs.78888 . diazepam binding 
inhibitor (GABA receptor 
modulator, acyi-Coenzyme A 
binding protein) /FL=gb:l\/l1 5887.1 


1^115887 ' 




NP_065438 


209430_at 


0.046749 


Consensus includes 
gb:AJ001017.2 /DEF=Homo 
sapiens partial mRNA for TBP- 
associated factor 170 
{TAFII170). /FEA=mRNA 
/GEN=TAFII170 /PR0D=TBP 
associated factor • 
/DB_XREF=gi:7018281 
/UG=Hs. 1 80930 TBP-associated 
factor 172 /FL=gb:AF038362.1 


AJ001017 




NP_003963 
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Gene List Corresponding to i=^iaure 19 - Coronary Artery Disease 






G ne 
Id ntifi r 


p-valu 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


20943O_at 


0.023856 

i. 


gb:U00238.1 7DEF=Hom6 
sapiens glutamine PRPP 
amidotransferase (GPAT) mRNA, 
complete cds. /FEA=mRNA 
/otN-GPAT /PRuD"giutaiTiine 
PRPP amidotransferase 
/DB_XREF=gi:40486b 
/UG=Hs.311 phosphorit)osyl 
pyrophosphate amidotransferase 
/FL=gb:U00238.1 


U00238 




NP_002694 


209436_at ' 


0:049425 


Consensus includes 
gb.ABOl 8305.1 /pEF=Honlp 
sapiens mRNA for KIAA0762 
protein, partial cds. /FEA-mRNA 
/GEN=KIAA0762 
/PROD=KIAA0762 protein 
/DB_XREF=gi:3882244 
/UG=Hs.5378 spondin 1. (f- 
spondin) extracellular matrix 
protein /FL=gb:AB05 1390.1 


AB018305 




NP_006099 


209447_at 


0,046749 


9b:AF043290.1 ./DEF=Homo 
sajsiens lymphocyte membrane 
associated protein (8B7) mRNA, 
complete cds. /FEA=mRNA 
/(jbN-oD/ /PROD=lymphocyte 
membrane associated protein 
/DB_XREF=gi:2895592 
/UG=Hs.81 82 synaptic nuclei 
expressed gene 1b 
/FL=gb:AF043290.1 


AF043290 




NP_598411 


209457,at 


0.018023 


gb:U16996.1 /DEF=Human 
protein tyrosine phosphatase 
mRNA, complete cds. 
/rcM^mKiNA /r Kuu-?proiein 
tyrosine phosphatase 
/DB_XREF=gi:642012 
/UG=Hs.2128 dual specificity 
phosphatase 5 
/FL=gb:NM_.004419.2 
gb:U16996.1 gb:U15932.2 


U 16996 


— 


NP_004410 



2581 



G ne List Corresponding to Figure 19 - Coronary Art ry Disease 






Gene 
identifier 


p-value 


Description 


Gene ' 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209477_at 


0.018444 


gb:BC000738.1 /DEF=Homo 
sapiens; emerin (Emery-Dreifuss 
muscular dystrophy), clone 
MGC:2126, nnRNA, complete 
cds. /FEA=mRNA /PROD=emerin 
(Emery-Dreifuss muscular 
dystrophy) 

/UB_AKcr-gi. 1 2pOoo9u 
/UG=Hs.2985 emerin (Emery- 
Dreifuss muscular dystrophy) 
/FL=gb:BC000738.1 

gb:NM_000117 1 


BC000738 




NP_000i08 


209489_at 


0.018023 


CUG triplet repeat, RNA binding 
protein 1 


N25915 


Hs.81248 


NP_006551 


209503_s_at 


0.038017 


gb:AF035309.1 /DEF=Homo 
sapiens clone 2oo9o mRNA, 
complete cds. /FEA=mRNA 

/UD_AKtr-gLZbb1 v/u 
/UG=Hs.79387 proteasome 
(prosome, macropain) 26S 
subunit, ATPasei 5 
/FL=gb:AF035309.1 


AF035309 






209534_.x_;at 


:o:025284 


A kinase (PRKA) anchor protein 13 


BF222823 


Hs.301946 


NP_658913 


209535_s_at 


0.036254 


gb:AF127481.1 /DEF=Homo 
sapiens non-ocpgenic Rhp 
GTPase-specific GTP exchange 
factor (proto-LBC) mRNA, 
complete cds. /FEA=mRNA 
/GEN=proto-LDC/ /PKOD=non- 
ocogenic Rho GTPase-specific 
GTP exchangefactor 
/DB_XREF=gi:5199315 
/UG=Hs.301946 lymphoid blast 
crisis oncogene 
/FL=gb:AF1 27481.1 


AF127481 




NP,6589i3 


209584_x_at 


0.018023 


gb:AF165520.1 /DEF=Homo 
sapiens pnurDoiin i proiein ("dij 
mRNA, complete cds. 
/FEA=mRNA /GEN=PBI 
/PROD=phorbolin I protein 
/DB_XREF=gi:9294746 
/UG=Hs.8583 similar to 
AP0BEC1 /FL=gb:AF165520.1 


AF165520 




NP_055323 



2582 



Gene List Corr spohdihg to Figure 19 - Coronary Artery Disease 






Gene 
Id ntifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209586_s^at 


0.046749 


gb:AF123539.1 /DEF=Homo 
sapiens clone 143 prune protein 
nnRNA, complete cds., 
alternatively spliced. /FEA=mRNA 
/PROD=prune protein 
IDS XREF=gi: 12655791 
/UG=Hs.78524 TcD37 homolog 
/FL=gb:AF123539.1 


AF123539 




NP_067045 


209608_s_at 


0.018023 


gb:BC000408.1 /DEF=Homo 
sapiens, acetyl-Coenzyme A 
acetyltransferase 2 (acetoacetyl 
Coenzyme A thiolase), clone 
MGC:8573. inRNA, complete 
cds. /FEA=mRNA /PROD=acetyl- 
Coenzyme A acetyltransferase 
2{acetoacetyl Coenzyme A 
thiolase) /DB_XREF=gi: 12653278 
/UG=Hs.278544 acetyl-Coenzyme 
A acetyltransferase 2 
(acetoacetyl Coenzyme A 
thiolase) /FL=gb:BC000408.1 


BC00g408 




NP_005882 


209626 s at 


0.036254 


oxysterol binding protein-like 3 


AI202969 . 


Hs. 197955 


NP 663164 


209627_s_at 


0.034317 


gb:AY008372.1 /DEF=Homo 
sapiens oxysterol binding protein- 
related protein 3 {0RP3) mRNA, 
complete cds. /FEA=mRNA 
/GEN=ORP3 /PROD=oxysterol 
binding protein-related protein 3 
/DB,XREF=gi: 10880972 • 
/UG=Hs. 197955 KIAA0704 
protein /FL=gb:AY00i8372.1 


AY008372 




NP_^663164 


209705_at 


0.026013 


Consensus includes 
gb:BG033764 /FEA=EST 
/DB_XREF=gi: 12426228 
/DB_XREF=est:602302025F1 
/CLONE=IMAGE:4403238 
/UG=Hs.31016 putative DNA 
binding protein 
/FL=gb:AF073293.1 


AF073293 




NP_031384 


209741_x_at 


0.034721 


gb:AF1 19814.1 /DEF=Homo 
sapiens MSTP063 mRNA, 
complete cds. /FEA=mRNA 
/PROD=MSTP063 
/DB_XREF=gi: 12056567 
/UG=Hs.285848 KIAA1454 
protein /FL=gb:AF1 19814.1 


A ^ A M A n A A 

AF119814 




NP_065894 
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Gene List Correspondinci to Figure 19 - Coronary Artery Disease 






Gen 

Identifi r 


p-vaiue 


Description 


Gene 

Accession 

No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


209780_at 


d;034721 


gb:AL136883.1 7DEF=Homo 
sapiens mRNA; cDNA ■ 
DKFZp434D166 (from clone 
DKFZp434D166); complete eds.- 
/FEA=mRNA 
/GEN=DKFZp434D166 
/PROD=hypothetical protein 
/DB_XREF=gi: 12053266 ^ 
/UG=Hs. 128653 hypothetical 
protein DKFZp564F013 
/FL=gb:AL1 36883.1 


AL1 36883 




NP^065165 


209791_at 


0.034721 


Consensus includes 
gb:AL049569 /DEF=Human DNA 
sequence from clone RP1- 
37C10 on chromosome 1p35.2- 
35.21. Contains the gene for 
the ortholog of mouse and rat 
PDI (protein-arginine deiminase 
(KIAA0994, EC 3.5.3.15, 
peptldylarginine deiminase)), the 
SDHB gene for succinate 
dehydrogenase... /FEA=mRNA__4 
/DB_XREF=gi:5263031 
/UG=Hs.33455 peptidyl arginine 
deiminase, type H 
/FL=gb:AB030176.1 


AL049569 






20981 5_at 

N 

/ 


0.018444 


Consensus includes 
gb:BG054916 /FEA=EST 
/DB_XREF=gi:12512119 
/DB_XREF=est:nac92b02.x1 
/CLONE=IMAGE:3441723 
/UG=Hs. 159526 patched 
(Drosophila) homolog 
/FL=gb:U43148.1 


U43148 




NP_000255 


20982O_at 


0.034721 


gb;AB000812.1 /DEF=Hbmo 
sapiens mRNA for BMALIb, 
complete cds. /FtA-mRNA 
/PROD=BMAL1b 
/DB_XREF=gi:2094734 
/UG=Hs.74515 aryl hydrocarbon 
receptor nuclear translocator-like 
/FL=gb:AB000812.1 
gb:AF044288.1 


ABO00812 




NP_001169 
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Gene List Corresponding to Figure 1 9 r Coronary Artery Disease 






Gene 
Identifi r 


p-yalue 


Description 


Gene 

Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209835_x_at 


0.034721 


gb:BC004372.1 7DEF=H6mo 
sapiens, Similar to'^ GD44 - 
antigen (homing function and 
Indian blood group system), 
clone MGC: 10468, mRNA, 
complete cds. /FEA=mRNA 
/PROD=Similar to CD44 antigen 
(homing function andlndian blood 
group system) 
/DB_XREF=g!:13325117 
/UG=Hs.169610 CD44 antigen 
(homing function and Indian 
blood group system) 
/FL=gb:BC00te.1 


BC004372 


- 


NP_p00601 


209839_at 


0.034721 


gb:ALl 3671 2.1 /DEF=Homo 
sapiens mRNA; cDNA 
pKFZp566K013 (from clone 
DKFZp566K013); complete cds. 
/FEA=mRNA 
/GEN=DKFZp566K013 
/PROD=hypothetical protein 
/DB_XREF=gi:12052943 
/UG=Hs.33578 KIAA0820 protein 
/FL=gb:AL1 36712.1 


ALi:367i2 




NP_056384 


209862_s_at 


0.046749 


gb;BC001.233.i /DEF=Homo 
sapiens, Sinriilar to KIAA0092 
gene product, clone MGC:4896. 
mRNA, complete cds. 
/FEA=mRNA /PROD=SimiIar to 
KIAA0092 gene product 
/DB_XREF=gi: 1 2654780 
/UG=Hs. 134158 Homo sapiens, 
Similar to KIAA0092 gene 
product, clone MGC;4896, 
mRNA, complete cds 
/FL-gb:BC001233.1 . . 


BC001233 




NP_055494 


209881_s_at 


0.03002 


gb:AF036905.1 /DEF=Homo 
sapiens linker for activation of T 
cells (LAT) mRNA, complete 
cds. /FEA=mRNA /GEN=LAt 
/PROD=LAT 
/DB_XREF=gi:2828023 
/UG=Hs.83496 linker for 
activation of T cells 
/FL=gb:AFp36905.1 


AF036905 




NP_055202 
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Gene 
Identifier 


p^value 


Description 


Gene 

Accession 
No. 


Unigerie . 

Accession 

No. 


Protein 

Accession 

No. 


209892_at 


0.02008 


Consensus includes 
gb:AF305083.r /DEF=Homo 
sapiens alpha(1,3)- 
fucosyltransferase IV (FUTIV) 
gene, o uik. /rbA-mKiMA 
/DB_XREF=gi: 11096240 
/UG=Hs.2173 fucosyltransferase 
4 (alpha (1,3) fucosyltransferase, 
myeloid-specific) 
/FL=gb:M58596.1 gb:M58597.1 
gb:NM_002033.1 


AF305083 




NP_002Q24 


209903_s_at 


0.034721 


gb:U49844.1 /DEF=Human FRAP 
related protein (FRP1) mRNA, 
complete cds. /FEA=mRNA 
/OtN-hKrl /rKOD-rRAr- 
related protein 
/DB_XREF=gi: 1235901 
/UG=Hs.77613 ataxia 
telangiectasia and Rad3 related 
/FL=gb:U49844.1 gb:U76308.1 
gb:NM_001 184.1 


U498.44 




NP_001175 


209969_s_at 


0.018023 


gb:BC002704.1 /DEF=Homo 
sapiens, Similar to signal 
transducer and activator of 
transcription 1, 91 kD, clone 
MGC:3493, mRNA. complete 
cds; /FEA=mRNA /PROD=Similar 
to signal transducer and 
activator oftrariscription 1, 91 kD 
/DB_XREF=gi: 12803734 
/UG=Hs.21486 signal transducer 
and activator of transcription 1, 
91 kD /FL=gb:BC002704.1 


BC0d2704 




NP^644671 


210007_s_at 


0.045316 


gb:U36310.1 /DEF==Human 
glycer6l-3-phosphate 
dehydrogenase mRNA, nuclear 
gene encoding mitochondrial 

/FEA=mRNA /PROD=glycerol-3- 
phosphate dehydrogenase 
/PB_XREF=gi:1020314 
/UG=Hs.93201 glycerol-3- 
phosphate dehydrogenase 2 
(mitochondrial) ' /FL=gl?:U3631 0. 1 


U36310 




NP_dd0399 
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Gene 
Identifier 


p-^value 


D scription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accesision 

No. 


210038_at 


0.018693 


Consensus includes 
gb:ALt37 145 /DEF=Human DNA 
sequence from clone RP11- 
563J2 on chromosome 10 
Contains ESTs. STSs, GSSs 
and a CpC3 island. Contains a 
novel pseudogene and the 3 
part of the PRKCQ gene for 
protein kinase C theta 
/FEA^mRNA 
/DB^XREF=gi:9581557 
/UG=Hs.211593 protein kinase 
C, theta /FL=gb;L07032.1 
gb:NIVI_006257.1 gb:L01087.1 


ALi37145 






210Q46ls^at 


0.018023 


gb:U52144.1 /DEF=Human 
isocitrat? dehydrogenase mRNA, 
complete cds. /FEA-mRNA, 
/PROD=isocitrate dehydrogenase 
/DB_XREF=gi: 1277202 
/Ue=Hs.5337 ispcitrate 
dehydrogenase 2 (NADP+), 
mitochondrial /FL=gb:U52144.1 


U52144 






210057_at 


0.038017 


gb:U32581.2 yDEF=Homo 
sapiens lambdaiota protein 
kinase C-interacting protein 
mRNA, complete cds. 
/FEA=mRNA /PROD=lambdaiota 
protein kinase C- 
interactingprotein 
/DB_XREF=gi:5542015 
/UG=Hs.168052 KIAA0421 - 
protein /FL=_gb:U32581.2 


U32581 




NP_055907 


210105_s>t 

I . ' ' 


0.025284 


gb:Mi 4333.1 /DEF^Homo; 
sapiens c-syn protooncogene 
mRNA, complete cds. 
/FEA=mRNA 
/DB_XREF=gi:181171 
/UG=Hs. 169370 FYN oncogene 
related to SRC, FGR, YES 
/FL=gb:M14333.1 gb:M14676.1 
gb:NM_002037.1 


M 14333 




NP_694593 
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Gen 

Id ntifler 


p-^value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


210116_at 


0.036254 


gb:AF072930.1 7DEF=Hqm6 
sapiens clone 14 T cell signal 
transduction molecule SAP 
mRNA, complete cds. 
/FEA=mRNA /PROD=T cell 
signal transduction molecule 
oAr /DD^ARtr-gi.obyoUbo 
/UG=Hs.151544 SH2 domain 
protein 1A, Duncans disease 
(lymphoproliferative syndrome) 
/FL=gb:AF072930.1 
gb:AF073019.1 gb:AF100541.1 
C|b:NM 002351.1 


AF072930 




NP_002342 


2lOl37_s_at 


0.018023 


gb:BC001286.1 /DEF=Homo 
sapiens, Similar to dCMP 
deaminase, clone MGC:5160, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Similar to 
dCMP deaminase 
/DB_XREF=gi: 12654884 . 
/UG=Hs.76894 dCMP deaminase 
/FL=gb:BC001286.1 


BC001286 




NP_001912 


2l0i48_at 


.0.025284 


gb:AF305239.i 7DEF=Homo 
sapiens Fas-interacting 
serinethreonine kinase 3 {FIST3) 
mRNA, complete cds. 

/rcA-mKNA /CjbN-hloTo 

/PROD=Fas-interacting 
serinethreonine kinase 3 
/DB_XREF=gi: 10998781 
/UG=Hs.30148 homeodomain- 
interacting protein kinase 3 
/FL=gb:AF305239.1 


AF305239 




NP1005725 


210193_at 


0.034317 


gb:D28114.1 /DEF=Human 
mRNA for MOBP (myelin- 
associated oligodendrocytic basic 
proieinj, compieie cos, cione 
hOPRP2. /FEA=mRNA 
/PROD=MOBP 
/DB_XREF=gi:662277 
/UG=Hs. 169309 myelin- 
associated oligodendrocyte basic 
protein /FL=gb:D28114,1 


D28114 




NP^006492 



2588 



Gene List Corresponding to Figure 19 - Coronary Artery Disease 






G ne 
Identifier 


P'Vaiue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


210235_s_at 


0.049425 


gb:U22815:i /DEF=Human LAR- 
interacting protein 1a mRNA, 
complete cds. /FEA=mRNA 
/rKvju-LAK-inisracting protein 
la /DB_XREF=gi:930340^ 
/UG=Hs. 183648 protein tyrosine 
phosphatase, receptor type, f 
polypeptide (PTPRF), interacting 
protein (liprin), alpha 1 
/FL=gb:U22815.1 ^ ' 


U22815 




NP_803172 


210257_x_at 


0.018023 


gb:AF21 2995.1 /DEF=Homo 
sapiens cuiiin oul4d (oul4d) 
mRNA, complete .cds. 
/FEA=mRNA /GEN=CUL4B 
/PROD^cullin CUL4B 
/DB_XREF=gi: 132591 26 
/UG=Hs.155976 cullin 48 
/FL=gb:AF21 2995.1 


AF2 12995 


r 


NP_003579 


2i0266_s_at 


0.025284 


gb:AF220l37.1 /DEF=Homo 
sapiens tripartite motif protein 
TRIM33 beta mRNA, complete 
cds; alternatively spliced. 
/FEA=mRNA /PROD=tripartite 
motif protein TRIM33 beta 
/DB_XREF=gi: 12407442 
/UG=Hs.287414 transcriptional 
intermediary factor 1 gamma 
/FL=gb:AF220137.1 


AF220137 




NP_148980 


01 no 7ft e 


U.U4D/4y 


gD.ArZOlUoU.l /Utr-nOmo 

sapiens Tara mRNA, complete 
cds. /FEA=mRNA /PROD=Tara 
/DB_XREF=gi: 12006357 
/UG=Hs.4p342 putative nuclear 
protein /FL=gb:AF281030.1 
gb:BC003618.1 


ArZolOoU 




NP_619538 


210279_at 


0.018023 


gb:AF261 135.1 /DEF=Homo 

Qanifanc r^PR1ft_icn mRMA 
dcl|Jlc;ilo OrrxlO-loU IIIiaINM, 

complete cds. /FEA=mRNA 
/PROD=GPR18-iso 
/DB_XREF=gi: 120059 19 
/UG=Hs.88269 Homo sapiens 
clone IMAGE: 18371 89, mRNA 
sequence /FL=gb:AF261135,1 


AF261135 


. ....... 


NP^005283 
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Gene 

identifier - 


p-value 


Description \. 


G ne 

Ago ssion 
No. 


Unigen^ 

Accession 

No. 


Protein 

Accession 

No. 


210285_x_at 


0.034721 


gb:BC000383.1 /DEF=Homo' 
sapiens, Wilms tumour 1- 
associating protein, clone 
MGC:8419, mRNA, complete 
cds. /FEA=mRNA /PROD=Wilms 
lumour 1 -associaiing proiein 
/DB_XREF=gi: 12653228 
/UG-Hs.119 Wilms tumour 1- 
associating protein 
/FL=gb:BC000383.1 
gb:BC004432.1 


BC000383 




NP_690597 


210321_at 


0.045316 


gb;M36118.1 /DEI5=Human 
cytptoxin serine protease-C 
itikina, compiet© cos. 
/FEA=mRNA 
/DB_XREF=gi:181163 
/UG=Hs.1051 granzyme B 
(granzyme 2, cytotoxic T- 
lymphpcyte-associated serine 
esterase 1) /FL=gb:M36118.1 


M36118 






210354_at 


0.018222 


gb:M29383.1 /DEF=Human 
inierreron-gamma. ^nuiriN- 
gamma) mRNA, coniplete cds. 
/FEA=mRNA 
/DB_XREF=gi: 186514 
/UG=Hs.856 interferon, gamma 
/FL=gb:NM_000619.1 
gb:M29383.1 


M2938,3: 




NP_000610 


210357_s_at 


.0.020576 


gb:BC000669.1 /DEF=Homo 
sapiens, Similar to hypothetical 
proiein, cipne iviou.iuny, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Similar to 
hypothetical protein 
/DB_XREF=gi: 12653766 
/UG=Hs.92374 hypothetical 
protein /FL=gb:BC000669.1 


BC000669 




NP_787036 


210389_x_at 


0.034721 


gb:BC000258.1 /PEF=Homo 
sapiens, Similar to delta-tubulin, 
rinnp M(^C S>fi1Q mRNA 

complete cds. /FEA=mRNA 
/PROD=Similar to delta-tubulin 
/DB_XREF=gi: 12652994 
/UG=Hs.270847 delta-tubulin 
/FL=gb:BC000258.1 


BC000258 

' ■ r 




NF*_057345 
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Gen 

Identifier 


p-vaiue 


Description 


Gene 
Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 
Acpession 
No. / 


210396_s_at 


0.034721 


gb:AF27l"775.1 /pEF=Homo 
sapiens uo^y mrviNA, compicie 
cds. /FEA=mRNA /PROD=DC49 
/DB_XREF=gi: 12006206 
/UG=Hs.307093 Homo sapiens 
DC49 mRNA, complete cds 
/FL=gb:AF271 775.1 


AF271775 






210438_x^at 


0018023 


gb:M25077 1 /DEF=Human SSr 
ARo ribonucleoprotein 
autoantigen .60 kd subunit 
rriKiNM, compieiB cos. 
/FEA=mRNA 
/DB_XREF=gj:387656 ' 
/UG=Hs.554 Sjogren syndrome 
antigen A2 (60kD. 
ribonucleoprotein autoantigen SS- 
ARo) /FL=gb:M25077.1 


M25077 




NP_004591 


210448_s_at 


0.031704 


gb:U49396.1 /pEF=Human 
ionptropic ATP receptor P2X5b 

nriKrNM, compieie cos. 
/FEA=mRNA /PROD=P2X5b 
/DB__XREF=gi: 1552523 
/UG=Hs.77807 purinergic 
receptor P2X, ligand-gated ion 
channel, 5 /FL=gb:U49396.1 
gb:AF070573.1 


U49396 




NP_778256 


210449_x_at 


0.027792 


gb:AF100544:i /PEF=Homo 
sapiens stress-activated protein 
kinase 2a (CSBP) mRNA, 
complete cds. /FEA=mRNA 

/vjCIN— L»oDn /"tALJU—SireSS- 

activated protein kinase 2a 
/DB_XREF=gi:7109716 
/UG=Hs.79107 . mitogen-activated 
protein kinase 14 
/FL=gb:BC000092.1 gb:L35264.1 
gb:AF100544.1 


AF 1,00544 




NP_620583 


210466_S_at 


0.046749 


gb:BCd02488.1 /DEF=Homo 
sapiens, Similar to 
DKFZP564M2423 protein, clone 
MGC:1357. mRNA, complete 
rd^ /FFA=mRNA /PRnn=Similar 
to DKFZP564IVI2423 protein 
/PB_XREF=gi:12803338 
/UG=Hs. 165998 PAI-1 mRNA- 
binding protein 
/FL=gb:BC002488.1 


BC002488 




NP_056455 



2591 

; 



Gene List Corresponding to Figure 19 - Coronary Artery Diseas 






Gene 
Identifier 


p-vaiue 


Description 


Gene 

Acc ssion 
No. 


Unig ,n 

Accession 

No- 


Prot in 

Accession 

No. 


210502_s_at 


0.021165 


gb:AF042386.1 /dEF=Homo 
sapiens cyclophilin-33B (CYP-33) 
mRNA, complete cds.. 
/FEA=mRNA /GEN=CYP-33 
/PROD=cyclophilin-33B 
/DB_^XREF=gi:2828150 
/UG=Hs.33251 peptidylprolyl 
isomerase E (cydophilin E) 
/FL=gb:AF042386.1 - 


AF042386 




NP_006103 


210513_s_at 


0.018023 


gb:AF091352.1 /DEF=Homo 
sapiens vascular permeability 
factor 148 mRNA, complete cds. 
/FEA=mRNA /PROD=vascular 
permeability factor 148 - 
/DB_XREF=gi:5901 560 
/UG=Hs.73793 vascular 
endothelial growth factor 
/FL=gb:M32977.1 gb:AF022375.1 
gb;NM_003376.1 gb:AB021221.1 
gb:AF091 352.1 


AF091352 


- 


NP_003367 


210514_x_at 


0.049425 


gb:AF226990.2 7DEF=Hbmp 
sapiens MHO class 1 antigen 
(HLA-G) mRNA, HLA-G1 allele, 
complete cds. /FEA-mRNA 
/GEN=HLA-G /PROD=MHC class 
1 antigen /DB_XREF=gi:7245285 
/UGfHs.73885 HLA-G 
histocompatibility antigen, class 
1, G /FL=gb:M90683.1 
gb:M32800.1 gb:NM_002127.1 
gb:AF226990.2 


AF226990 




NP_002118 


21 0o27_x_at 


0.018222 


gb:L1 1645.1 /DEF=Homo 
sapiens alpha-tubulin mRNA, 
complete cds. /FEA=mRNA 
/PROD=alpha-tubulin 
/DB_XREF=gi:306450 
/UG=Hs.98102 tubulin, alpha 2 
/FL=gb:L1 1645.1 


LI 1645 


r 


NP_524575 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


210528_at 


0.021165 


gb:AF01 0447.1 /DEF=Honno 
sapiens MHC class l~ related 
protein 1 isoform C (MR1C) 
mRNA, complete cds. 
/FEA=mRNA /GEN=MR1C 
/PROD-MHC Class 1 related 
protein 1 isoform p 
/DB__XREF=gi:41 02223 
/UG=Hs.101840 major 
histocompatibility complex, class 
l-like sequence 
/FL=gb:AF01 0447.1 


AFO 10447 




NP_001S22 


210574_s_at 


0 046749 


gb:AF241788.1 /DEF=Homo 
sapiens. NPD011 (NPD011) . 
mRNA, complete cds. 
/FEA=mRNA /GEN=NPD011 
/PROD=NPD011 
/DB_XREF=gi: 12005492 
/UG=Hs.263812 nuclear 
distribution gene C (A.nidulans) 
homolog /FL=gb:AF241 788. 1 


AF241788 




NP_,006591 


210580_x_at 


0.025284 


gb:L25275.1 /DEF=Human 
estrogen sulfotransferase mRNA, 
complete cds. /FEA=mRNA 
/PROD=estrogen sulfotransferase 
/DB_XREF=gi:463124 
/UG=Hs.274614 sulfotransferase 
family, cytosolic, 1A, phenol- 
preferring, member 3 
/FL=gb:L25275.1 


L25275 




NP_808220 


210705_s_at 


0.046749 


gb:AF220028.i /DEF=Homo . 
sapiens tripartite motjf protein 
TRIMS isoform delta (TRIMS) 
mRNA, complete cds; 
alternatively spliced. /FEA=mRNA 
/GEN=TRIMS /PROD=tripartite 
motif protein TRIMS isoform 

U6lla /UD__Ar\cr— gi. IZ*fU/ uOO 

/UG=Hs.3044S Homo sapiens 
tripartite motif protein TRIMS 
isoform epsilon (TRIMS) mRNA, 
complete cds; alternatively 
spliced /FL=gb:AF220028.1 


AF220028 




NP_149084 
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Gene 
Identifier 


p-value 

V 


D scription 


Gene 

Accession 
No. 


Unigen 
Accession , 
No. 


Protein 

Accession 

No. 


210715_s_at 


0,034721 


gb:AF027205.1 /DEF=Homo 
sapiens Kunitz-type protease 

inhibitor (kop) mRNA, complete 
cds. /FEA=mRNA /GEN=kop 
/PROD=Kunitz-type protease 
inhibitor /DB_XREF=gi:2598967 
/UG=Hs.31439 serine protease 
inhibitor, Kunitz type, 2 
/FL=gb:AF027205.1 


AF027205 




NP_066925 


21071 9_s_at 


0.036254 


gb:BC002552.1 /DEF=Homo 
sapiens, high-mobility group 20B, 
clone MGC:1965. mRNA, 
complete cds. /FEA=mRNA 
/PROD=high-mobility group 20B 
/DB_XREF=gi: 12803454 
/UG=Hs.32317 high-mobility 
group 20B /FL=gb:BC002552.1 


BC002552 




NP_006330 


210731^s_at 


0.046749 


Consensus* includes 
gb:AL136105 /DEF=Human DNA 
sequence from clone RP4- 
670F13 on chromosome 1q42.2- 
43. Contains an enolase 1, 
(alpha) (EN01) pseudogene, the 
gene for Po66 carbohydrate / 
binding protein similar to soluble 
galactoside-binding lectin 8 
(galectin 8, LGALS8), the 3 end 
of ... /FEA=mRNA_3 
/DB_XREF=gi:9801288 
/UG=Hs.4082 lectin, galactoside- 
binding, soluble, 8 (galectin 8) 
/FL=gb:AF342816.1 
gb:AF074001.1 


AL136105 




■J 

) 


210778_s_at 


0.034317 


gb.BC002713.1 /DEF=Homo 
sapiens, Similar to Mad4 
riomolog, clone lvlGC.3542, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Similar to 
Mad4 homolog 
/DB_XREF=gi; 12803750 
/UG=Hs. 102402 I\/Iad4 homolpg 
/FL=gb:BC002713.1 


BC002713 




NP_006445 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


210840_s_at 


0.046749 


gb:D29640.1 /DEF=Human 
mRNA for KIAA0051 gene, 
complete cds. /FEA=mRNA 
/GEN=KIAA0051 
/DB_XREF=gi:473930 
/UG=Hs.1742 IQ . motif containing 
GTPase activating protein 1 
/FL=gb:D29640.1 


P29640 




NP 003861 










210865_at 


0.018222 


gb:D38122.1 /DEF=Human 
mRNA for Fas ligand, complete 
cds. /FEA=mRflJA /PROD=Fas 
ligand /DB_XREF=gi:601892 ^ 
/UG=Hs.2007 tumor necrosis 
factor (ligand) superfannily, 
member 6 /FL=gb:NI\/l 000639.1 
gb:U11821.1 gb:P38122.1 
gb:U08137.1 


□381 22 




NP;i000630 


210879_s_at 


0.036254 


gb:AF334812.1 /DEF=Homo 
sapiens Rab11 interacting 
protein Rip11a mRNA, complete 
cds. /FEA=mRNA /PR0D=Rab11 
interacting protein RipHa 
/DB_XREF=gi: 13377896 
/UG=Hs.24557 KIAA0857 protein 
/FL=gb:AF334812.1 


AF334812 




NP_056285 


210916_s_at 


0.046749 


gb:AF098641.1 /DEF=Homo 
sapiens CD44 isoform RC 
(CD44) mRNA, complete cds. 
/FEA=mRNA /GEN=CD44 
/PROD=CD44 isoform RC 
/DB_XREF=gi:3832517 
/UG=Hs.306278 Homo sapiens 
CD44 isoform RC (CD44) 
mRNA, complete cds 
/FL=gb:AF098641.1 


AF098641 






210926_at 


0.018023 


gb:AY014272.1 /DEF=Homo 
sapiens FKSG30 (FKSG30) 
mRNA, complete cds. 
/FEA=mRNA /GEN=FKSG30 
/PROD=FKSG30 
/DB_XREF=gi: 12408251 
/UG=Hs.315492 Homo sapiens 
FKSG30 (FKSG30) mRNA. 
complete cds 
/FL=gb:AY014272.1 


AY014272 
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Gen 

Identifi r 


P'Value 


Description 


Gene 

Accession 
No. 


Uhigene 

Accession 

No. 


Protein 

Accession 

No. 






yp.DvUUp^/U.I /Utr— nOmo 

sapiens, clone MGC:11291, 
nnRNA, complete cds. 
/FEA=mRNA /PROD=Unknown 
(protein for MGC:11291) 
/DB_XREF=gi: 13623331 
/FL=gb:BC0p6270.1 








211074_at 


0.034721 


gb:AF000381.1 /DEF=Homo 
sapiens non-iunciionai Toiate 
binding protein nnRNA, complete 
cds. /FEA=mRNA /PROD==non- 
functional folate binding protein 
/DB_XREF=gi:2565195 
/FL=gb:AF000381.1 


AF000381' 






211102_s_at 


0.049425 


gb;U82277:1 /DEF=Human • 
immunoglobulin-like transcript lb 
nnRNA, complete cds. 
/FEA'=mRNA 

/rKL/u-^imniunogioDuiin-'iiKe 
transcript 1b 
/DB_XREF=gi: 1907320 
/UG=Hs.94498 leukocyte 
immunoglobulin-like receptor, 
subfaniily A (with TM domain), 
member 2 /FL=gb:U82277.1 ;■ 


U82277 




NP_006857 

i ' 


21i106_at 


0.02008 


gb:AF064804.1 /DEF=Homo 
sapiens transcription factor 
SUPT3H (SUPT3H) mRNA, 

COmpieie . CuS, /rtA— rOKIMA 
/GEN=SUPT3H 
/PROD=transcription factor 
SUPT3H /DB_XREF=gi:3283361 
/UG=Hs.96757 suppressor of Ty 
(S.cerevisiae) 3 homolog 
/FL=gb:AF064804.1 


AF064804 






211189^x_at 


0.031704 


gb:AF054816.1 /DEF=Homo 
sapiens leukocyte differentiation 
antigen CD84 iisoform CD84a 
(CD84) mRNA, complete cds. 

/FEA=mRNA /(^FN=nr5ft4 

/PROD=!eukocyte differentiation 
antigen CD84 isoformGD84a ; 
/DB_XREF=gi:6650107 
/UG=Hs. 137548 0084 antigen 
(leukocyte antigen) 
/FL=gb:AF054816.1 


AF054816 




NP_003865 
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Gene 
Identifier 


p-value . 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


211251_x_at 


0.026013 


gb:U78774:i /pEF=Human NFY- 
C mRNA, "complete cds. 
/FEA=mRNA /PROD=NFY-C 
/DB_XREF=gi:2327008 
/UG=Hs.168157 nuclear 
transcription factor Y, gamma . 
/FL=gb:U78774.1 


1)78774 




NP_055038 


211296_x^at 


0.025284 


gb:AB009010.1 /DEF=Hortip 
sapiens mRNA for polyubiquitin 
UbC, complete cds. /FEA=mRNA 
/GEN=UbC1 /PROD=polyubiquitin 
UbC /DB_XREF=gi:2647407 
/UG=Hs. 183704 ubiquilin C 
/FL=gb:BC000449.1 
gb;AB009010.1 , 


AB009010 




NP_066289 


211372_s_at 


0.046749 


gb:U64094.1 /DEF=HurTian 
soluble type II interleukin-1 
receptor mRNA, complete cds. 
/FEA=mRNA /PROP=soluble 
type II interleukin-1 receptor 
/DB_XREF=gi: 1488065 
/UG=?Hs.25333 interleukin 1 - 
receptor, type 11 
/FL=gb:U64094.1 


U64094 


• 




211665_s_at 


0.046749 


gb:L20686;i /DEF-Homo 
sapiens guanine nucleotide 
releasing factor (S,0S2) mRNA, 
complete cds. /FEA=mRNA 
/GEN=S0S2 /PROD=guanine 
nucleotide releasing factor 
/DB_XREF=gi: 1220367 
/FL=gb:L20686.1 


L20686 






21l685_s^at 


0.026013 


gb:AF251 061.1 /DEF=Homo 
sapiens neurocalcin mRNA, 
complete cds. /FEA-mRNA 
/PROD=neurocalcin 
/DB_XREF=gi: 136251 83 
/FL=gb:AF251 061.1 


AF251061 




NP_1 14430 


211749^s_at 


0.046749 


gb:BC005941.1 /DEF=Hotno 
sapiens, Similar to vesicle- 
associated membrane protein 3, 
clone MGC:14563, mRNA, 
complete cds. /FEA=mRNA 
/PROD=Similar to vesicle- 
associated membrane proteinS 
/DB_XREF=gi; 1 3543573 
/FL=gb:BC005941.1 


BC005941 




NP^004772 
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Gene 
Identifier 


p-yalu 


bescription 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


21177rs_at 


0.03002 


gb:BC00610i;i /DEF=Hom6 
sapiens. Similar to POU domain, 
class 2, transcription factor 2, 
clone MC5C:12814, mRNA, 
complete cds. /FEA=mRNA 
/PROD=Similar to POU domain, 
class 2, transcriptionfactor.2 
/DB XREF=gi: 1354391 2 
/FL=gb:BC006101.1 


BC006101 




NP_002689 


211783_s_at 


0.018023 


gb:BC006177.l7DEF=Homo 
sapiens, Similar to metastasis 
associated 1, clone WIGC: 13258, 
mRNA, complete cds. " 
/FEA=mRNA /PROD=Similar to 
metastasis associated 1 
/DB_XREF=gi: 13544097 
/FL=gb:BC006177.1 


BC006177 




NP_004680 


211825_s_at 


0.049425 


gb:AF327066.1 /DEF=Homo 
sapiens Ewings sarcoma EWS- 
Flil (type 1) oncogene mRNA, 
complete cds. /FEA=.CDS 
/PROD=Ewings sarcoma EWS- 
Flil (type 1) oncogene 
/DB_XREF=gi: 12963354 
/UG=Hs. 129953 Ewing sarcoma 
breakpoint region 1 
/FL=gb:AF327066.1 


AF327066 






211883_x_at 


0.034721 


gb:M76742.1 /DEF=Homo 
sapiens alternatively spliced 
biliary glycoprotein (BGPa) 
mRNA, complete cds. 
/FEA=CDS /GEN=BGPa 
/PROD=biliary glycoprotein 
/DB_XREF=gi: 179480 
/UG=Hs. 50964 carcinoembryonic 
antigen^related cell adhesion 
molecule 1 (biliary glycoprotein) 
/FL=gb:M76742;i 


M76742 


• - - 


NP_001703 


211921_x_at 


0.018023 


gb:AF348514.1 /DEF=Homo 
sapiens fetal thymus 
prothymosin alpha mRNA, 
complete cds. /FEA=CDS ^ 
/PROD=prothymosin alpha 
/DB_XREF=gi: 13560658 
/FL=gb:AF348514.1 


AF348514 




NP_002814 
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G rie 
Id. ntifier 


p^value 


Description 


Gene 

Accession 
No. 


Unig n 

Accession 

No. 


Protein 
Acc ssion 
No. 


211922^s_at 


0.025284 


gb:AY028632.1 /DEF=Homo 
sapiens catalase (CAT) mRNA, 
complete cds. /rtA-rOUo 
/GEN=CAT /PROD=catalase 
/DB^XRcr-gi. 1 3od21 31 
/FL=gb:AY028632.1 


AY028632 


- ■ ■ 




211932_at 


0.034721 


Homo sapiens BX1 mRNA, partial 
cds 


BE867771 


Hs.249247 




211941 s at 


0.025284 


prostatic binding protein 


BF686267 


Hs.80423 


NP 002558 


211943_x_at 


0.046749 


tumor protein, translationally- 
cohtrolled 1 


AL565449 


Hs.279860 




zi iy4o_x_at 


0.02601 o 


Consensus includes 
gb:BG261071 /FEA=EST 
/DB_XREF=gi: 12770887 
/DB_XREF=est:602372693F1 
/CLONE=IMAGE:4480631 
/UG=Hs.69559 KIAA1096 protein 


AL096857 




NP_055987 


211969_at 


0.034721 


Consensus includes 
gb;DG420237 /rEA=EST . 
/DB_XREF=gi: 13326743 
/DB_XREF=est:602448244F1 
/CLONE=IMAGE:4686914 
/UG=Hs.289088 heat shock. 
90kD protein 1, alpha 

/hL-gD.N(vl_00o34o.1 


NM_.005348 

( 




NP_005339 


2.\ 1 9ob_at 


0.01 oUzo 


Homo sapiens cuNA FLJ33834 iis, 
clone CTONG2004264, 
moderately similar to 
NEUROBLAST 
DIFFERENTIATION 
ASSOCIATED PROTEIN AHNAK 


BG287o62 


MS. Of O/^OO 




211996 s at 


0.046749 


KIAA0220 protein 


BG256504 


Hs. 11 061 3 




212001 at 


0 018023 


Consensus includes 

gb:AV738039 /FEA==.EST 

/DB_XREF=gi: 1 0855620 

/DB_XREF=est:AV738039 

/CLONE=CBFBDH07 

/UG=Hs. 190452 KIAA0365 gene 

product 


AB002363 







/ 
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Gene 
Identifier 


p-valu 


D scription 


Gene 

Accession 

No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


212004_at 


0.036254 


Consensus includes 
gb:AL050028.1 /DEF=Homo ' 
sapiens mRNA; cDNA 
DKFZp566C0424 (from clone 
DKFZp566C0424); partial Cds. 
/FEA=mRNA 
/GEN=DKFZp566C0424 
/PROD=hypothetical protein 
/DB_XREF=gi:4884267 
/UG=Hs.226770 
DKFZP566C0424 protein 


AL050028 




NP_056424 


212030_at 


0.025284 


Homo sapiens cDNA: FLJ22454 
fis, clone HRC09703 


BE466128 


Hs.409075 




212034_s_at 


0 046749 


likely ortholog of mouse exocyst 
component protein 70 kDa 
homolog (S. cerevisiae) Exo70: 
exocyst component protein 70 kDa 
homolog (S. cerevisiae) 


BE646386 


Hs.325530 


NP_056034 


212037_at 


0.034721 


Consensus includes 
gb:BF508848 /FEA=EST 
/DB_XREF=gi:1 1592146 
/DB_XREF=est:UI-H-BI4.aor-e-06- 
0-Ul.sl /CLONE=IMAGE:3085907 
/UG=Hs.44499 pinin, desmosdme 
associated protein 


Y09703 




NP_002678 


2l2d56_at 


0.034721 

! 


Consensus includes gb:D80004.1 
/DEF=Human mRNA for 
KIAA0182 gene, partial cds. 
/FEA=mRNA /GEN=KIAA0182 
/DB_XREF=gi: 11 36423 
/UG=Hs.75909 KIAA0182 protein 


D80004 






212061_at 


0.049425 


Consensus includes 
gb:AB002330.1 /DEF=Human 
mRNA for KIAA0332 gene, 
partial cds. /FEA=mRNA 
/GEN=KIAA0332 
/DB_XREF=gi:2224604 
/UG=Hs.7976 K|AA0332 protein 


AB002330 










consensus inciuoes 
gb:AK026025.1 /DEF=Homo . 
sapiens cDNA: FLJ22372 fis, 
clone HRC06695. /FEA=mRNA 

/DB_XREF=gi: 10438733 
/UG=Hs.108945 KIAA0515 
protein 


Apunuo/ 
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G ne List Corresponding to Fiqure 19 Coronary Artery Dis ase 






Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212078_s_at 


0.019657 


Consensus includes 
gb:AA704766 -/FEA=EST 
/DB_XREF=gi:2714684 
/DB_XREF=est:zj34h05.s1 
/CLONE=ll\/IAGE:452217 
/UG=Hs.199160 myeloidlymphoid 
or mixedTlipeage leukemia 
(trithorax (Drosophila) homolog) 
/FL=gb:L04284.1 
gb:NM_005933.1 


NIVI_005933 




NP_005924 


212080_at 


0.036:^54 


Consensus includes 
gb:AV714029 /FEA=EST 
/DB_XREF=gi: 10795546 
/DB_XREF5^est:AV714029 
/CLONE-DCBCDA03 
/UG=Hs.199160 myeloidlymphoid 
or mixed-lineage leukemia 
(trithorax. (Drosophila) homolog) 
/FL=gb:L04284.1 
gb:NI\/!_005933.1 


NM_005933 




NP_005924 


212087 s at 


0.034721 


Era G-protein-like 1 (E. coli) 


AL562733 


Hs;3426 


NP 005693 


212096_s_at 


0.048741 


Consensus includes 
gb:AL096842.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp586D1519 (from clone 
DKFZp586D1519). /FEA=mRNA 
/DB_XREF=gi:5524930 
/UG=Hs.7946, KIAA1288 protein 


AL096842 


• 


NP^065800 


212101_at 


0.027792 


Consensus includes 
gb:AU154321 /FEA=EST 
/DB_XREF=gi:11015842 
/DB_XREF=est:AU154321 
/CLONE=NT2RP4000774 
/UG=Hs.301553 karyopherin 
alpha 6 (importin alpha 7) 
/FU=gb:AF060543.1 
gb:NiWI_01 2316.1 


Nl\/I_012316 




NP_036448 


212139_at 


0.036254 


Consensus includes gb:D86973.1 
/DEF=Human mRNA for 
KIAA0219 gene, partial cds. 
/FEA=mRNA /GEN=KIAA0219 
/DB_XREF=gi: 150401 9 
/UG=Hs.75354 GCN1 (general 
control of amino-acid synthesis 
1, yeast)-like 1 


D86973 
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Gene List Corresponding to Figure 19 - Coronary AHery Disease 






G ne 
Identifi r 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212l44_at 


0,034721 


Consensus includes 
gb:AL021707 /DEF=Human DNA 
sequence from clone RP3- 
508115 on chromosome 22q12- 
13 Contains the gene for 
GTPBP1 (OTP binding protein 
1), two novel genes KIAA0063 
and KIAA0668, a novel gene 
based on ESTs and cDNA, a 
pseudogene similar to A0P1 
(antioxidant protein 1)... 
/FEA=mRNA_3 
/DB__XREF=gi:4582132 
/UG=Hs.5898 KIAA0668 protein 


AL021707 






212155_at 


0.046749 


Homo sapiens, clone 
1MAGE:3453993. mRNA, partial 
cds 


AA085748 


Hs.381076 




212167Xat 


0.018023 


Consensus includes 
gb:AK021419.1 /DEF=Homa 
sapiens cDNA FLJ11357 fis, , 
clone HEMBAi000201, highly 
similar to Homo sapiens mRNA 
for integrase interactor lb 
protein (INUB). /FEA=mRNA 
/DB_XREF=gi: 1 0432598 
/UG=Hs;159971 SWISNF related, 
matrix associated, actin 
dependent regulator of 
chromatin, subfamily b, member 
1 


AK021419 




NP_003064 


212177_at 


0.046749 


Consensus includes 

gb:AW081113 /FEA=EST 

/DB_XREF=gi:6036265 

/DB_XREF=est:xc29c08.x1 

/CLONE=IMAGE:2585678 

/UG=Hs.18368 DKFZP564B0769 

protein 


AL080186 




NPJ 16259 


212196_at 


0.034721 


Consensus includes 
gb:AW242916 /FEA=EST 
/DB_XREF=gi:6576686 
/DB_XREF=est:xn27f03.x1 
/CLONE=IMAGE:2694941 
/UG=Hs.71968 Homo sapiens 
mRNA; cDNA DKFZp564F053 
(from clone DKFZp564F053) 


AL049265 
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Gene 
Identifier 


p-yalue 


bescriptioh 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


212202_s^at 


0.046749 


Consensus includes 
gb:BG493972 /PEA=EST 
/DB_XREF=gi: 13455486 
/DB_XREF=est:602542252F1 
/CLONE=IIVIAGE:4673316 
/UG=Hs. 16492 DKFZP564G2022 
protein 


AF1 32733 




NP_056312 








21223i_at 


0.046749 


Consensus includes 
gb:AB020682.1 7DEF=Homo 
sapiens mRNA for KIAA0875 
protein, partial cds. /FEA-mRNA 
/GEN=KIAA0875 
/PROD=K1AA0875 protein 
/DB_XREF=gi:4240238 
/UG=Hs.184227 F-box only 
protein 21 /FL=gb:AF1 74601.1 


AK001699 




NP_296373 


212237_at 


0.034721 


Consensus includes gb:N64780 
/FEA=EST 

/PB_XREF=gi: 121 2609 
/DB_XREF=est:yz30f08.s1 
/CLONE=li\/iAGE:284583 
/UG=Hs.3686 KIAAQ978 protein 


AL1 17518 

.-j 




NP_056153 


212251_at 


0.018023 


Homo sapiens LYRlC mRNA, 
complete cds 


AI972475 


Hs.395896 




212274_at 


0.041795 


Consensus includes 
gb:AV705559 /FEA=EST 
/DB_XREF=gi: 10722858 
/DB_XREF=est:AV705559 . 
/CLONE=ADBAPE04 
/UG=Hs.81412 lipin 1 


D8001.0 




NP_663731 


212276_at 


0.046749 


Consensus includes gb:D80010.1 
/DEF=Human mRNA for 
KIAA0188 gene, partial cds. 
/FEA=mRNA /GEN=KIAA0188 
/DB_XREF=gi-.1136435 
/UG=Hs.81412 lipin 1 


D80010 , 




NP_663731 


212291_at 


0.028893 


Consensus includes gb:AI393355 
/FEA^EST 

/DB_XREF=gi:4222902 
/DB_XREF=est:tg44d05.x1 
/CLONE=iMAGE:21 1 1625 
/UG=Hs. 12259 KIAA0630 protein 


AB014530 




NP_689909 


212295_s_at 


0.018023 


Homo sapiens, clone MGC: 18288 
IMAGE:4179238, mRNA, complete 
cds 


AW452623 


Hs.409092 ^ 
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Gene List Correspondinq to Figure 19 - Coronary Artery 


Dis ase 






Gen 

Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unig ne - 
Accession 
No. 


Protein 

Accession 

No. 


212296_at 


0.046749 


Consensus includes 
gb:NM1005805. 1 /DEF=Homo 
sapiens 26S proteasome- 
associated pad1 homolog 
(P0H1), mRNA. /FEA=CDS 
/GEN=POH1 /PROD=26S 
proteasbme-associated padi 
homolog /DB_XREF=gi:5031980 
/UG=Hs. 178761 26S prpteasome- 
assoGiated padi homolog 
/FL=gb:U86782.1 
gb:NM_005805.1 


NM_Q05805 




NP_005796 


212303_x_at 


0.018973 


KH-type'splicing regulatory protein 
(FUSE binding protein 2) 


BQ255575 


Hs.9ri42 


NP_003676 


212314_at 


0.025284 


Consensus includes 
gt):AB018289.1 '/DEF=Homo 
sapiens mRNA for KIAA0746 
protein, partial cds. /FEA-mRNA 
/GEN=KIAA0746 
/PROD=KIAA0746 protein 
/DB_XREF=gi:3882212 
/UG=Hs.49500 KIAA0746 protein 


AB018289 






2t2318_at 


0.046749 


Consensus includes 
gb:NM_012470.1^ /DEF=Homo 
sapiens transportin-SR (TRN- 
SR), mRNA. /FEA=CDS 
/GEN=TRN-SR 
/PROP=transportin-SR 
/DB_XREF=gi:6912733 
/UG=Hs.69235 transportin-SR 
/FL=gb:NM_01 2470.1 


NM_012470 




NP_036602 


212351_at 


0.018023 


Consensus includes gb:U23028.1 
/DEF=Human eukaryotic initiation 
factor 2B-epsilon mRNA, partial 
cds. /FEA=mBNA /PROD=elF- 
2Bepsilon /DB__XREF=gi:806853 
/UGtHs.2437 eukaryotic 
translation initiation factor 2B, 
subunit 5 (epsilpn. 82kD) 


U23028 
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Gene List Corresponding to Figur 19 - Coronary Artery Disease 






G ne 
identifier 


p-value 


b scription 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212372_at ' 


0.020576 


Consensus includes 
-gb;AK026977:i' /pEF=Homp 
sapiens cDNA: FLJ23324 fis, 
clone HEP1 2482, highly similar 
to HUMMYOHCB Hunnan 
nopnnusele myosin heavy chain- 
B (MYH10) mRNA, /FEA=mRNA 
/DB_XREF=gi: 10439970 
/UG=Hs'.296842 Homo sapiens, 
clone IMAGE;3357927, mRNA, 
partial cds 


AK026977 






212376 s at 


0 023856 


EiA ipinding protein p400 


BE880591 


Hs.306094 


NP 056224 


212380_at 


0.026013 


Consensus ihcludes gb:D43i949.1 
/bEF=Human mRNA for 
KIAA0082 gene, partial cds. 
/FEA=mRNA /GEN=KIAA0082 
/DB_XREF=gi:603952 
/UQ=Hs. 1 54045 KIAA0p82 
protein 


D43949 




NP„055865 


212398_at 


0.025284 


Consensus ihcludes gb:Al057093 
/FEA=EST 

/DB_XREF=gi:3330969 
/DB_XREF=est:oz23e12.x1 
/CLONE=IMAGE: 1676206 
/UG=Hs.263671 Homo sapiens 
mRNA; cDNA DKFZp434l0812 
(from clone DKFZp434l0812); 
partial cds 


AL1 37751 






212399^s_at 


P.018023 

.... 


Consensus includes gb:D50911.2 
/DEF=Homo sapiens mRNA for 
KIAA0121 protein, partial cds. 
/FEA=mRNA /GEN=KIAA0121 
/PROD=KIAA0121 protein 
/DB_XREF=gi:6633996 . 
/UG=Hs.155584 KIAA0121 gene 
product 


D509ir 






212426_s_at 


0.046749 


tyrosine 3- 

monooxygenase/tryptophan 5- 
monooxygenase activation protein, 

theta polypeptide 


BF033313 


Hs. 74405 


NP^006817 


212454_x_at 


0.046749 


heterogeneous nuclear 
ribonucieoprotein D-like 


AI762552 


Hs.170311 


NP_1 12740 





) 
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Gene 
Id ntifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212456_at 


0.045316 


Consensus includes 
gb:AB01 4564. 1 /DEF=Hom6 : 
sapiens mRNA for KIAA0664 
protein, partial cds. /FEA=mRNA 
/GEN=KIAA0664 
/PROD=klAA0664 protein 
/DB_XREF=gi;3327141 
/UG=Hs.22616 KiAA0664 protein 


AB014564 




NP^056044 


212486 s at 


0.018023 


ESTs 


N20923 


Hs.388309 




212503 s at 


0.034721 


KIAA0934 protein 


N31807 


Hs.227716 




2l2514_x_at 


0.034721 


DEAD/H (Asp-Glu-A|a.Asp/His) 
box polypeptide 3 


R60P68 


Hs.380774 


NP_076829 


212520_s_at 


0.028893 


SWI/SNF related, matrix 
associated, actin dependent 
regulator of chromatin, subfamily 
a, member 4 


AI684141 


Hs,78202 


NP^003063 


2l25*i>t ■ 


0.034721 


Homo sapiens OVN6-2 mRNA, 
partial cds 


AU144066 


Hs:285519 




212538 at 


0.034721 


zizimini 


AL576253 


Hs.8021 


NP 056111 


212539 at 


0.034721 


hypothetical protein FLJ22530 


AI422099 


Hs.14570 


NP 078844 


212546_s_at 


0.025284 


Consensus includes gb:AI126634 
/FEA=EST 

/DB_XREF=gi:3595148 
/DB_XREF=est:qd83b10.x1 
/CLONE=IMAGE: 1736059 
/UG=Hs. 169600 KIAA0826 
protein 


AB020633 


,-i 




212589_at 


0.019292 


related RAS viral (r-ras) oncogene 
homolog 2 


BG168858 


Hs'206097 


NP_036382 


212602_at 


0.046749 


ALFY 


AI806395 


Hs. 1981 35 


NP 848700 


212607_at 


0.018023 


Consensus includes gb:N32526 
/FEA=EST 

/DB_XREF=gi: 11 52925 
/DB_XREF=estyy 1 1 f04.s1 
/CLbNE=IMAGE:270943 
/UG=Hs.300642 serologically 
defined colon cancer antigen 8 


U79271 




NP_006633 


212616_at 


0.046749 


Consensus includes 

gb:BF668950 /FEA=EST 
/DB XREF=gi: 11 942845 
/DB_XREF=est:6021 23069F1 
/CLONE=IMAGE:4280153 
/UG=Hs. 10351 KIAA0308 protein 


AB002306 




NP_525127 





. -J 
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Gene 
Identifier 


p-vajue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212622_at 


0.034721 


Consensus includes gb:N64760 
/FEA=EST 

/DB_XREF=gi:1 212589 
/DB_XRE,F=est;yz30c06.s1 
/CLONE=IMAGE:284554 
/UG=Hs.1 74905 KIAA0033 
protein 


D26067 






212646_at 


0,034721 


Consensus includes gb:D42043.1 
/DEF=Human mRNA for 
KIAA0084 gene, partial cds. 
/FEA=mRNA /GEN=KIAA0084 
/DB_XREF-gi:577298 
/UG^Hs.79123 K1AAP084 protein 


D42043 






212660 at 


0.046749 


KIAA0239 protein 


AI735639 


Hs.9729 


NP 056103 


212674_s_at 


0.034721 


Consensus includes 
gb:AK002076.1 /DEF=Homo 
sapiens cDNA FLJ11214 fis, 
clone PLACE1 007990. 
/FEA=mRNA 
/DB_XREF=gi:7023738 
/UG=Hs.281616 Homo sapiens 
cDNA FLJ11214 fis. clone 
PLACE1 007990 


AK002076 




NP_619520 


212690^at 


0.018023 


Consensus includes 
gb:AB018268.1 /DEF=Homo 
sapiens mRNA for KIAA0725 
protein, partial cds. /FEA=mRNA 
/GEN=KIAA0725 
/PROD=KIAA0725 protein 
/DB_XREF=gi:3882170 
/UG=Hs.26450 KIAA0725 protein 


AB018268 


J 




212692_s_at 


0.034721 


LPS-responsive vesicle trafficking, 
beach arid anchor containing 


W60686 


Hs.62354 


NP_006717 


212693 at 


0.040064 


MDN1, midasin homolog (yeast) 


BE670928 


Hs.76730 


NP 055426 


212696 s at 


0.046749 


ring finger protein 4 


BF968633 


Hs.66394 


NP 002929 


212704 at 


0.046749 


KIAA0191 protein 


AI049962 


Hs.394825 




212720 at 


0.034721 


poly(A) polymerase alpha 


BG1 10231 


Hs.49007 


NP 116021 
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Gene 
Identifier 


p^vafue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212772_s_at 


0.034721 


Consensus includes 
gb:AL162060.1 /DEF=Hdnid 
sapiens mRNA; cDNA 
DKFZp547P193 (from clone 
DKFZp547P193); partial cds. 
/FEA=mRNA , 
/GEN?=DKFZp547P193 
/PROD=hypothetical protein 
/DB_XREF=gi:7328110 
/UG=Hs.94806 KIAA1062 protein 


AL 162060 


• 


NP_001597 


212777_at • 


0.034721 


Consensus includes gb:Ll3857.1 
/DEF=,Hurhan guanine nucleotide 
exchange factor mRNA, 
complete cds. /FEA-QDS 
/PROD=guanine nucleotide 
exchange factor 
/DB_XREF=gi:306777 
/UG=Hs.326392 son of 
sevenless (Drosophila) homolog 
1 /FL=gb:L1 3857.1 


LI 3857 




NP_005624 


212791 at 


0.046749 


hypothetical protein FLJ38984 


AL042729 


Hs. 112023 


NP 689587 


212798_s_af 


0.018222 


Consensus includes 
gb-AKOd 389.1 /DEF=Homo 
sapiens cDNA FLJ10527 fis, 
clone NT2RP2000932, highly . 
similar to Homo sapiens mRNA; 
cDNA DKFZp564O043. 
/FEA=mRNA '., • ' 
/DB_XREF=gi:7022618 . 
/UG=Hs.15144 hypothetical 
protein DKFZp564O043 


AK0O1389 




NP_064715 


212804^s^at 


0.025284 


Consensus includes gb:AI797397 
/FEA^EST 

/DB_XREF=gi:5362869 
/DB_XREF=est:we87f12.x1 
/CLONE=IIVIAGE:2348111 
/UG=Hs. 172069 DKFZP434C212 
protein 


AK023841 






212842 X at 


0;046749 


RAN binding protein 2 


AL043571 


Hs, 179825 


NP 115636 


212869_x_at 


0.034721 


tumor protein, translationally- 
cpntrolled 1 


AI721229 


Hs.279860 


NP_003286 
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Gene 
Id ntifier 


p^value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


212886^at 


0.034721 


Consensus includes • 
gb:AL080169:1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp434C171 (from clone 
DKFZp434C171); partial cds. 
/FEA=mRNA 
/GEN=DKFZp4340171 
/PROD=hypothetical protein 
/DB_XREF=gi:5262637 
/UG=Hs.2091pp DKFZR434C171 
protein 


AL080169 




NP_056436 


212902 at 


0.046749 


(jTP-binding protein Sara 


BE645231 


Hs.279582 




21291 8_at . 


0.034721 


RecQ protein-like (DNA helicase 
Ql-like) 


BF219234 


Hs.235069 


NP^079130 


212927_at 


0.Q34721 


Consensus includes 
gb:AB01 1166.1 /DEF=Homo 
sapiens mRNA for KIAA0594 ~ 
protein, partial cds. /FEA=mRNA 
/GEN=KIAA0594 
/PROD=KIAA0594 protein 
/DB_XREF=gi:3043711 
/UG=Hs. 1 03283 KiAA0594 
protein 


ABO'11166 


...... J ^ 


NP^055925 


212932_at 


0.026013 


Consensus includes ) 
gb:AK022494.1 /DEF=Homo 
sapiens cDNA FLJ 12432 fis, 
clone NT2RM 10000 18, highly 
similar to Human mRNA for 
KIAA0066 gene. /FEA=mRNA 
/DB_XREF=gi: 1043391 2 
/UG=Hs.227881 RAB3 GTPase- 
ACTIVATING PROTEIN . 


AK022494 


- 




212994 at 


0.018222 


Tho2 


BE543527 


Hs. 16411 




213006_at 


0.034721 


CCAAT/enhancer binding protein 
(C/EBP), delta 


AV655640 


Hs.76722 


NP_005186 


2l30l8_at 


0.034721 


ocular development-$ssociated 

gene 


Al3379d1 


Hs.21145' 


NP_066990 


213022^s_at 


0.046749 


Consensus includes 
gb:NM_007124.1 /DEF=Homo ■ 
sapiens utrophin (homologous to 
dystrophin) (UTRN), mRNA. 
/FEA=f=GDS /GEN=UTRN 
/PROD=utrophin 
/DB_XREF=gi:6005937 
/UG=Hs.251967 utrophin 
(homologous to dystrophin) 
/FL=gb;NM_0g7124.1 


NM_007124 




NP_009055 
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Gene 
Identifier 


p-value 


Description 


G n 

Accession 
No. 


LInigene 

Accession 

No. 


Protein 

Accession 

No. 


213041_s_at 


0.046749 


ATP synthase, H+ transpofting, 
mitochondriarF T complex, delta 
subunit 


BE798517 


Hs;89761 


NP^001678 


213079 at 


0.025284 


hypothetical protein DTI PI A10 


AA223871 


Hs. 178207 


NP_477511 


213088_s^at 


0.025284 


DnaJ (Hsp40) homoldg, subfamily 
C, member 9 


BF240590 


Hs.44131 




2l3089_at 


0.019657 


ESTs, Highly similar to T172.12 
hypothetical protein 
DKFZp434P21 11 -human . 
(fragments) iH.sapiens] 


AU 158490 


Hs.356638 




213104^at 


0:025284 


Consensus includes gb:AI799802 
/FEA=EST ' 
/DB_XREF=gi;5365274 
/DB_XREF=est:wc43d09.x1 
/CLONE=IMAGE:2321 393 
/UG-Hs.134846 Human DNA 
sequence from done 316G12 
on chromosome 16. Contains 
the gene for C2 domain protein 
KIAA0734, the gene for a novel 
protein similar to predicted 
yeast, worm and archae-bacterial 
proteins, a novel gene and the 
3 part of the gene for a novel 
prot 


AL03i709 






213134 X at 


0.025284 


BTG family, member 3 


AI765445 


Hs;7731 1 


NP 006797 


213156_at 


0.03018 


Consensus includes 
gb:BG251521 /FEA=EST 
/DB_XREF=gi: 12761 337 
/DB_XREF=est:602363985F1 
/CL6NE=IMAGE:4472180 
/UG=;Hs.16193 Homo sapiens 
mRNA; cDNA DKFZp586B211 
(from clone DKFZp586B211) 


AL049423 






213164_at 


0.034721 


ESTs, Weakly similar to A43932 
mucin 2 precursor, intestinal - 
human (fragments) [H. sapiens] 


AI867198 


Hs.389698 


NP_008864 


213187_x_at 


0.046749 


ferritin, light polypeptide 


BG538564 


Hs.111334 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


213213_at 


0.025284 


Consensus includes 
gb:AL0356^69 7PEF-HuVnah DNA 
sequence from clone RP5-885L7 
on chromosome 20q1 3.2-1 3.33 
Contains ESTs, STSs, GSSs 
and eight CpG islands. Contains 
the 3 end of the NTSR1 gene 
for high affinity neurotensin 
receptor 1, a putative novel 
gene, a novel gene similar to a 
f ... /FEA=mRNA_3 
/DB_XREF=gi:8979786 
/UG=Hs.155313 death associated 
transcription factor 1 


AL035669 






213233 s at 


0.046749 


KIAA1 354 protein 


AA460694 


Hs. 106283 


NP 061335 


213262_at . 


0.025284 


spastic ataxia of Charlevoix-: 
Saguenay (sacsin) 


AI932370 


Hs. 159492 


NP_055178 


213274 s at 


0:018023 


cathepsin B 


BE875786 


Hs.297939 


NP 680093 


2!13280_at 


0.025284 


Consensus includes 
gb:AK000478.1 /DEF=Homo 
sapiens cDNA FLJ20471 fis, 
clone KAT06974. /FEA=mRNA 
/DB_XREF=gi:7020593 
/UG=Hs.301552 KIAAl639 
protein ■ 


AK000478 






213331_s_at 


'0:027792 


Consensus includes 
gb;AV700007 /FEA=EST 
/DB_XREF=gi: 10301 978 
/DB XREF=est:AV700007 
/CL0NE=GKCBQC12 
/UG=Hs.48332 NIMA (never in 
mitosis gene a)-related kinase 1 


ALd50385 






213333_at 


0.023856 


malate dehydi-ogenase 2, NAD 
(mitochondrial) 


AL520774 


Hs.343521 


NP_005909 


213353_at 


0,018023 


ATP-binding cassette, sub-family A 
(ABC1), members 


BF693921 


Hs.180513 


NP_758424 


213355_at 


0.031704 


Consensus includes gb:AI989567 
/FEA=EST 

/DB_XREF=gi:5836448 
/DB_XREF=est:ws34e03.x1 
/CLC)NE=IMAGE:2499100 
/UG=Hs.34578 alpha2,3- 
sialyitransferase 


AK001922 




NP_006091 



Gene List Correspondinq to Figure 19 - Coronary Artery 


3iseas 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


213434_at 


0.019657 


ESTs, Weakly similar to' cytokine 
receptor-iikelaefbr 2rcytdkihe 
receptor CRL2 precusor [Homo 
sapiens] [H. sapiens] 


H95263 


Hs.408811 




213448 at 


0.018222 


metaxin 1 


AI693193 


Hs.247551 


NP 002446 


213475_s_at 


0.025284 


Consensus includes 
gb:AC002310 /DEF=Human 
Chromosome 16 BAG clone 
CIT987SK-A-635H12 
/FEA=mRNA 2 
/pB_XREF=gi:2576342 
/UG=Hs.174103 integrin, alpha L 
(antigen CDIIA (p180). 
lymphocyte function-associated 
antigen 1; alpha polypeptide) 


AC002310 






2l3483_at 


0.018023 


Consensus includes 
gt):AK025679.1 /DEF=Homo 
sapiens cDNA: FLJ22026 fis, 
clone HEP08537. /FEA=mRNA 
/DB_XREF=gi: 10438273 
/UG=Hs.1191 KIAA0073 protein 


Al<025679 




NP_056157 

■ I 


213494 s at 


0.027792 


YY1 transcription factor 


AA748649 


Hs.97496 


NP 003394 


213504_at 


0.049425 


C0P9 subunit 6 (MOV34 homolog, 
34 kD) 


W63732 


Hs. 15591 


NP_006824 


213521 at 


0.025284 


ESTs 


AW575379 


Hs.356456 




213524_s^at 


0.036254 


Consensus includes 
gb:NM_015714.1 /DEF=Homo 
sapiens putative lymphocyte 
G0G1 switch gene (G0S2), 
mRNA. /FEA=CDS /GEN=G0S2 
/PROD=putative lymphocyte 
G0G1 switch gene 
/DB_XREF=gi:7657103 
/UG=Hs.95910 putative 
lymphocyte G0G1 switch gene 
/FL=ab:NM_015714.1 


NM_015714 




NP_056529 


213527_s_at 


0.048741 


similar to hypothetical protein 
MGC13138 


AI350500 


Hs.301463 


NP_660314 
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Gene 
Identifier 


prvalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


213546_at 


0.046749 


Consensus includes 
gb:AL05p378.1 /PEF=H6mo 
sapiens mRNA; cDNA 
DKFZp586l1420 (from clone 
DKFZp586l1 420); partial cds; 
/FEA=mRNA 
/GEN=DKFZp586l1420 
/PR6D=hypothetical protein 
/DB_XREF=gi:49145B1 
/UG-Hs.1 12423 Homo sapiens 
mRNA; cDNA DKFZp586l1420 
(from clone DKFZp586l1420); 
partial cds 


AL050378 




NP_689960 


213551 X at 


0.019292 


zinc finger protein 144 (Mel-18) 


AI744229 


Ms. 184669 




213587 s at 


0.018023 


vacuolar proton-ATPase subunit 


AI884867 


Hs.351612 




213605_s_at 


0.018023 


Consensus includes 
gb:ALP49987.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp564F112 (from clone 
DKFZp564F112). /FEA=mRNA 
/DB_XREF=gi:4884238 
/UG=Hs. 166361 Homo sapiens 
mRNA; cDNA DKFZp564F112 
(from clone DKFZp564F112) 


AL049987 






213620 s at 


0.026842 


intercellular adhesion molecule 2 


AA1 26728 


Hs.347326 




213639_s_at 


0.035763 


Consensus includes gb:AI871396 
/FEA=EST 

/DB_XREF=gi:5545445 
/pB_XREF=est:wl81f07.x1 
/CLONE=IMAGE:2431 333 
/UG=Hs.101414 KIAA0557 
protein 


AB011129 






213677_s_at 


0.018222 


PMS1 postmeiotic segregation 
increased 1 (S. cerevisiae) 


BG434893 


Hs. 11 1749 


NP_000525 


213686 at 


0.034721 


ESTs 


All 861 45 


Hs.404749 




213698 at 


0.046749 


zinc finger protein 258 


AI805560 


Hs.301637 


NP 660353 


213703_at 


0,026013 


Homo sapiens cDNA FLJ33034 fjs, 
clone THYMU2O0O236 


W95043 


Hs. 349607 


NP_787049 


2l3704_at 


0.046749 


Rab geranylgeranyltransferase, 

beta subunit ' 


AA1 29753 


Hs.78948 


NP_004573 


213742_at 


0.019292 


splicing factor, arginine/serine-rich 
1 1 


AW241752 


Hs. 11482 


NP^004759 


213805_at 


0.046749 


ESTs, Weakly similar to neuronal 
thread protein [Homo sapiens] 
[H. sapiens] 


AI692428 


Hs 392055 


np 0'i7nQini 


213830_at 


0.048741 


immunoglobulin heavy constant 
rnu 


AW007751 


Hs.300697 
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Gene 
Identifier 


p-value 


Description 


G ne 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


213843_x_at 


0.038535 


solute carrier farnily 6 
(neurdtrahsrriitter transporter, 
creatine), member 8 


AW276522 


Hs. 187958 


NP^005620 


213849_s_at 


0.018023 


protein pliosphatase 2 (formerly 
2A), regulatory subunit.B (PR 52), 
beta isoform 


AA974416 


Hs.7688 


NP_004567 


213867 X at 


0.046749 


actin, beta 


AA809056 


Hs.288061 


NP 001092 


213872 at 


0.036254 


hypothetical protein FLJ12619 


BE465032 


Hs.7779 


NP 112201 


213876_x_at 


0.046749 


U2 small nuclear ribonueleoprotein 
auxiliary factor, small subunit 2 


AW089584 


Hs.1 71909 




213878_at 


0.025284 


RecQ protein-like (IDNA heljcase 
Q1-like) 


AI685944 


Hs.235069 


NP_079130 


213892_s_at 


0.034721 


adenine phosphoribosyltransferase 


AA927724 


Hs.28914 


NP^000476 


213906_at 


0.025284 


v-myb myeloblastosis viral 
oncogene homolog (avian)-like 1 


AW592266 


HS.300592 




213915_at 


0^025284 


Consensus includes 
gb:NM_005601.1 /DEF=Homo , 
sapiens natural killer cell group 
7 sequence (NKG7), mRNA. 
/FEA=CDS /GEN=NKG7 
/PROP=natural killer ceil group 
7 sequence 
/DB_XREF=gi:5031948 
/UG=Hs. 10306 natural killer cell 
group 7 sequence 
/FL=gb;NM_b05601 1 


NlW_0056dl 




NP_005592 


213931_at 


0.018023 


inhibitor of DNA binding 2, 
dominant negative helix^looprhe||x 
protein 


AI819238. 


Hs. 18091 9 


NP_002157 


213932_x_at 


0.018023 


major histocompatibility complex, 
clas^ 1, 0 


AI923492 


Hs.77961 


NP_d02107 


2l3936_x_at 


0.049425 


ESTs, Moderately similar to 
hypothetical protein FLJ20294 
[IHomo sapiens] [IH.sapiens] 


AW276646 


Hs.355462 




213947 s at 


0.031704 


nucleoporin 210 


AI867102 


Hs.56966 


NP 079199 


213971 s at 


0.038017 


joined to JAZF1 


AI924660 


Hs.1 97803 


NP 056170 


213982 s at 


0.034721 


KIAA0471 gene product 


BG 107203 


Hs.242271 


NP 055672 


213988_s_at 


"0.046749 


spermidine/spermine N1- 
acetyltransferase 


BE971383 


Hs.396709 


NP_002961 


214032_at 


0,036254 


ESTs, Highly similar to . 
ZA70_HUMAN Tyrosine-protein 
kinase ZAP-70 (70 kDa zeta- 
associated protein) (Syk-related 
tyrosine kinase) [H. sapiens] 


AI817942 


Hs.406272 




214054 at 


0.018023 


docking protein 2, 56kDa 


AI828929 


Hs.71215 


NP 003965 


214055 X at 


0.018222 


KIAA1G96 protein 


AW238632 


Hs.69559 


NP 055987 



2614 



Gen List Corresponding to Figure 19 - Coronary Artery Disease 






Gen^ 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


214059_at 


0.042466 


Fc fragment of IgG, low affinity lib, 


BE049439 


Hs.82316 


NP_006408 






receptor for (CD32) . 








214061 at 


0.019657 


unknown MGC21654 product 


AI017564 


Hs.392896 


NP 663622 


214l31_at 


0.021876 


Consensus includes 
gb: AL049280. 1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp564K143 (from clone 
DKFZp564K143). /FEA=mRNA 
/DB_XREF=gi:4500037 ' 
/UG=Hs. 1 55397 Homo sapiens 
mRNA; cDNA DKFZp564K143 
(from clone DKFZp564K143) 


AL049280 




NP_1 15965 


214163 at 


0.018222 


HSPC034 protein 


AV7 00696 


Hs.46967 




214241_at 


0.018023 


NADH dehydrogenase 
(ubiquinone) 1 beta subcpmplex, 8, 
19kDa 


AA723057 


Hs. 198273 


NP_004995 

• 


214246 X at 


0,034721 


Misshapen/NIK-related kinase 


AI859060 


Hs. 112028 


NP 000071 


214257_s_at 


'0.018023 


SEC22 vesicle trafficking protjgln- 
like 1 (S. cerevisiael 


AA890010 


Hs.50785 


NP^004883: 


214298 X at 


0.018023 


septin 6 


AL568374 


Hs.90998 


NP 665801 


2143P8_s_at 


0.027239 


hpmogentisate 1 ,2-dioxygenase 
(honriogentisate oxidase) 


AI478172 


Hs.15113 


NP_000178 


214314 s at 


0.049425 


translation initiation factor IF2 


BE1 38647 


Hs 158688 




214315 X at 


0.034721 


calreticulin 


AI348935 


Hs. 16488 


NP 004334 


2l4327_x_at 


0.018023 


tumor protein, translationally- 
controHed 1 


AI888178 


Hs.279860 


NP_003286 


2i4339_s_at 


• 0.018222 


mitpgenractivated protein kinase 

kinase kinase kinase 1 


AA744529 


Hs.86575 


NP_009112 


214435_x_at 


0.046749 


Consensus includes 
gb:NM_005402.1 /DEF=Homo 
sapiens v-ral simian leukemia 
viral oncogene homolog A (ras 
related) (RALA), mRNA. 
/FEA=CDS /GEN=RALA 
/PROD=v-ral simian leukemia 
viral oncogene homolog A(ras 
related) /DB_XREF=gi:4885568 
/UG=Hs.288757 v-ral simian 
leukemia viral oncogene 
homolog A (ras related) 
/FL=gb:M29893.1 
gb.NI\/l_005402.1 


NM_005402 




NP_005393 








■ > 
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Gene 
Identifier 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


214455_at 


0.034721 


Consensus iridudes 
gb:NM_003526:i ./DER=H6rno 
sapiens H2B histone family, 
member L (H2BFL)i mRNA. 
/FEA=CDS /GEN=H2BFL 
/PROD=H2B histone family, 
member L 

/DB_XREF=gi:4504272 
/UG=Hs.239884 H2B histone 
family, member L 
/FL=gb:NM::003526.1 


NM__003526 

, . i' ■ 




NP_003517 


214459_x^at 


0.034721 


Consensus includes gb:M1 2679.1 
/DEF=Human Cw1 antigen 
mRNA, complete cds. 
/FEA=mRNA /GEN=HLA-C 
/DB_XREF=gi: 187911 
/UG=Hs.274485 Owl antigen 
/FL=gb:M12679.1 


M12679 






214483_^s_at 


0.046749 


Consensus includes 
gb:AF124489.1 /DEF=Homo 
sapiens arfaptin-lb mRNA, 
alternatively spliced, complete 
cds. /FEA=CDS /PROD=arfaptin- 
1b /DB_XREF=gK4761515 
/UG=Hs.301064 arfaptin 1 
/FL=gb:AF1 24489.1 


AF124489 


-■ 


NP_055262 


2i4513^s^at 


0.036254 


Consensus includes ~gb:M34356.1 
/DEF=Human active transcription 
factor CREB mRNA, complete 
cds. /FEA=CDS 
/DB_XREF=gi:181042 
/UG=Ms.79194 cAMP responsive 
element binding protein 1 
/FL=gb-.M34356.1 


M34356 




NP_604391 


214525_x_.at 


0.038017 


Consensus includes 
gb:AB039667.1 /DEF=Homo 
sapiens mRNA for DNA 
mismatch repair protein MLH3, 
complete cds. /FEA=CDS 
/GEN=MLH3 /PROD=DNA 
mismatch repair protein MLH3 
/DB_XREF=gi:7209865 
/UG-Hs.279843 mutL (E. cpli) 
homolog 3 /FL=qb:AB039667.1 


AB039667 




NP_055196 


214657_s_at 


0.018023 


Human clone 1 37308 mRNA, 
partial cds 


AU1 34977 


Hs.408944 
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Gene 
Identifier 


p-^value 


Description 


G ne 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


214661_s_at 


0.040064 


gene near HD on 4p1 6.3 with 
homology to hypothetical S. pphibe 
gene 


R06783 


Hs. 11 7487 




21,4688_at 


0.046749 


transducin-like enhancer of split 4 
(E(sp1) homolpg, Droscphiia) 


BF217301 


Hs.83958 




214697^s_at 


0.034721 


ROD1 regulator of differeritiation 1 
(S. pombe) 


AW190873 


Hs. 145078 


NP_005147 


214721^x_at 


0.025284 


Consensus includes 
gb:AL1 62074. 1 7DEF=Homo 
sapiens mRNA; cDNA 
DKFZp762L106 (from clone 
DKFZp762L106); partial cds. 
/FEA=mRNA , 
/GEN=DKFZp762L106 
/PROD=hypothetical protein 
/DB_XREF=gi:7328153 
/UG=Hs.3903 edc42 effector 
protein 4; bindei' of Rho 
GTPases 4 


AL162074 




NP_036253 


214730_s_at 


0.046749 


Consensus includes 
gb:AK025457.1 /DEF=Homo 
sapiens cDNA: FU21804 fis, 
clone HEP00746, highly similar 
to HSU64791 Human Golgi 
membrane sialoglycoprotein 
MG160 (GLG1) mRNA. 
/FEA=mRNA 
/DB_XREF=gi: 10437977 
/UG=Hs.78979 Golgi apparatus 
protein 1 


AK025457 


l' 


NP_036333 


214739 at 


0.025284 


hypothetical protein MGC4126 


AI357539 


Hs.289038 


NP 116162 


214741_at 


0.048741 


zinc finger protein 131 (clone pHZ- 
10) 


AW968301 


Hs.78743 . 




214749_S_at 


0.046749 


Consensus includes 
gb:AK000818.1 /DEF=Homo 
sapiens cDNA FLJ20811 fis, 
clone ADSE01435. /FEA=mRNA 
/DB_XREF=gi.7021128 
/UG^=Hs.83530 hypothetical 
protein 


AK000818 




NP_061880 


214752_x_at 


0.018023 


filarifiin A, alpha.! (actih t>incling 
protein 280) 


AI625550 


Hs,328270 


NP_001447 
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Gene 
Identifier 


p-valu 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


214765_s_at 


0.026013 


Consensus includes 
gb:Ak024677.1 /bEF=IHomo 
sapiens cDNA: FLJ21024 fis, 
clone CAE06651, highly similar 
to HUlVlPLT Human LTR mRNA. 
/FEA=mRNA 
/DB_XREF=gi: 10437016 
/UG=Hs.264330 N- 
acylsphingosine amidohydrplase 
(acid ceramidase)-iike 


AK024677 




NP_05525CI 


214785_at 


0.046749 


Consensus includes 
gb:AB023203.1 /DEF=Homo 
sapiens mRNA for K1AA0986 
protein, partial cds. /FEA=mRNA 
/GEN=KIAA0986 
/PROD=KIAA0986 protein 
/DB_XREF=gi.4589615 
/yG=Hs.53542 KIAA0986 protein 


AB023203 




NP_1 50648 


21479rat 


0.025284 


Consensus includes 
gb:AK023116.1 /DEF=Homo 
sapiens cDNA FLJ 13054 fis, 
clone NT2RP3001527, highly 
similar to Human Sp14D protein 
(Sp140) mRNA. /FEA=mRNA 
/DB_XREF=gi: 10434889 
/UG=Hs. 158761 Homo sapiens 
cDNA FU 13054 fis, clone 
NT2RP3001527, highly similar to 
Human Sp140 protein (Sp140) 
mRNA 


AK023116 




NP_612411 


214798 at 


0.038017 


KIAA0703 gene product 


AW291664 


Hs.6168 




214869_x_at 


0.018023 


Consensus includes 
gb:AK021533.1 /DEF=Homo 
sapiens cDNA FLJ11471 fis, 
clone HEI\/iBA1001675, weakly 
similar to VACUOU^R PROTEIN 
SORTING-ASSOCIATED 
PROTEIN VPS9. /FEA=mRNA 
/DB_XREF=gi: 1 0432733 
/UG?=Hs. 306601 Homo sapiens 
cDNA^ FU 11471 fis, clone 
HEMBA1001675, weakly similar 
to VACUOLAR PROTEIN 
SORTING-ASSOCIATED 
PROTEIN VPS9 


AK021533 







2618 



Gen List Corresponding to Figure 19 ^ Coronary Artery Disease 






Gene 
Id ntifier 


P-v.alu 


Description ■ ' " 


Gene 

Accession 
No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


214895_s_at 


0.046749 


a dlsintegrin and metalloproteinase 
domain i d 


AU1 35154 


Hs. 172028 


NP_001101 


214946 X at 


0.046749 


hypothetical protein FLJ10824 


AV728658 


Hs. 13273 




214948_s_at 


0.046749 


Consensus includes 
gb.AL050136.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp586L141 (from clone 
DKFZp586L141). /FEA=mRNA 
/DB_XREF=gi.4884346 
/UG=Hs. 140945 Homo sapiens 
mRNA; cDNA pKFZp586L141 
(from clone DKFZp586L141) 


AL050136 






214974^x_af 


0.034721 


Consensus includes 
gb:AK026546.1 /DEF=Homo 
sapiens cDNA: FLJ22893 fis, 
clone KAT04792. /FEA=mRNA 
/DB^XREF=gi; 10439427 
/UG=Hs.2877i6 Homo sapiens 
cDNA: FLJ22893 fis, clone 
KAT04792 


AK026546 




NP_002985 


215012 at 


0.036254 


coactivator for- steroid receptors 


AU 144775 


Hs. 172329 


NP 056370 


215040_at 


0.021876 


Consensus includes 
gb:AL0492i8.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp564l1916 (from clone 
DKFZp564l19l6). /FEA-mRNA 
/DB_XREF=gi:4499947 
/UG=Hs.306291 Homo sapiens 
mRNA; cDNA DKFZp564l1916 
(from clone DKFZp564i1916) 


AL049218 


■ 




215075_s_at 


0.025284 


Consensus includes gb'.L2951 1.1 
/DEF=Human GRB2 isoform 
mRNA. /FEA=mRNA 
/PROD=growth factor receptor- 
bound protein 3 
/DB_XREF=gi:460667 
/UG=Hs,296381 growth factor 
receptor-bound protein 2 


L29511 




NP^002077 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease' 






Gene 
identifier 


prvalue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


215078_at 


0.019292 


Consensus includes 
gb:AL050388.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp564M2422 (from clone 
DKFZp564M2422); partial cds. 
/FEA=mRNA 
/GEN=DKFZp564M2422 
/PROD=hypotheticai protein 
/DB_XREF=gi.4914612 
/UG=Hs.306320 Homo sapiens ' 
mRNA; cDNA DKFZp564iVI2422 
(from clone DKFZp564M2422); 
partial cds 


AL05P388 ; 




NP_000627 


215111_s^at 


0.034721 


Consensus includes 
gb:AK027071.J /DEF=Hdmo 
sapiens cDNA: FLJ23418 fis, 
clone HEP21245, highly similar 
to HSU35048 Human TSC-22 
protein nriRNA. /FEA=mRNA 
/PB_XREF=gi: 104401 00 
/UG=Hs.1 14360 transforming 
growth factor beta-stimulated 
^otein TSC-22 


AK027071 




NPJ06013 


215114_af 


0.035763 


Consensus includes 
gb:AK000923.1 /DEF=Homo 
sapiens cDNA FLJ 10061 fis, 
clone HEIVIBA10Q1413. 
/FEA=mRNA 
/DB_XREF=gi;7021892 
/UG=Hs.118926 senfrinSUMO- 
specific protease 3 


AK000923 




NP_056485 


215118_s_at 


O.018444 


Homo sapiens translocation 
associated fusion protein 
IRTA1/IGA1 (IRTAI/IGHAI) 
mRNA, complete cds 


AW519168 


Hs.367852 




215l48j_at 


0.025^84 


amyloid beta (A4) precursor 
protein-binding, family A, member 
3 (XII -like 2) 


Ai141541 ■ 


Hs. 17528 


NP_004877 


215157^x^at 


0.025284 


poly(A) binding protein, 
cytoplasmic 1 


AI734929 


Hs. 172 182 


NP_002559 
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Gene List Corresponding to Figure 1d - Coronary Artery Disease 






Gene . 
Identifier 


p-valu '■ 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


215193_x_at 


0.025284 


Consensus includes 
gb:AJ297586.1 /DEF=Homo . 
sapiens mRNA for MHO class II 
antigen (HLA-DRB1 gene), 
DRBr0402 allele. /FEA=CDS 
/GEN=HLA-DRB1 /PROD=MHC 
class II antigen , , 
/DB_XREF=gi: 101 85079 
/UG=Hs.279930 major 
histocompatibility complex, class 
II, OR beta 3 


AJ2975j86 




NP^002115_ 

1 


2l52q4_at 


0.046749 


ESTs, Weakly similar to 2109260A 
B cell growth factor [Homo 
sapiens] [H. sapiens]. 


AU147295 


Hs.288575 




215206_at 


0:028893 


Consensus includes " 
gb:AK025143.1 /DEF=Homo 
sapiens cDNA: FLJ21490 fis, 
clone COL05464. /FEA=mRMA 
/DB_XREF=gi:1 0437602 
/UG=Hs.288700 Homo sapiens 
cDNA: FLJ21490 fis, clone 
COL05464 


AK025143 






215235_at 

• - - '. 


0.046749 


Consensus includes 
gb:AL110273.1 /DEF=Homo 
sapiens mRNA; cDNA 
DKFZp564P0562 (from clone 
DKFZp564P0562); partial cds. 
/FEA=mRNA 
/GEN=PKFZp564P0562 
/PROD-hypothetical protein 
/DB_XREF=gi:5817091 
/UG=Hs.77196 spectrin,' alpha, 
non^erythrocytic 1 (alpha-fodrin) 


AL1 10273 




NP_003118 


215236_s_at 


0.038017 


Ubiquitin carbbxyl-terminal 
esterase L1 (ubiquitin 
thiolesterase) 


AV72.1177 


Hs. 11 4765 


NP_665801 


2i5287_at 


0.046749 


Homo sapiens ELISC-1 mRNA, 
partial cds 


AA975427 


Hs.128434 




215342_s_at 


Q. 042466 


Consensus includes 
gb:AB01 9490.1 /DEF=Homo 
sapiens IDN4-GGTR7 mRNA, 
partial cds. /FEA=?mR.NA 
/GEN=IDN4-GGTR7 
/DB_XREF=gi:4760540 . 
/UG=Hs.242271 KIAA0471 gene 
product 


AB019490 
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Gene List Corresponding to Figur 19 - Coronary Artery Diseas 






Gene 
Identifier 


p-value 


Description 


Gene 
Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


215483_at 


0.018973 


Consensus includes 
gb; AK000270. 1 /DEF=Homo 
sapiens cDNA FLJ20263 fis, 
clone COLF7804, highly similar 
to AJ1 31693 Homo sapiens 
mRNA for AKAP450 protein. 
/FEA=mRNA 
/DB_XReF=gi:7020239 
/UG=Hs. 164036 Homo sapiens 
AKAP350C mRNA sequence, 
alternatively sp^liced 


Akooogjo 




NP1671714. 


215525_at 


0.046749 

\ 


Consensus includes 
gb:AL050185.1 /DEF=Hpmo 
sapiens mRNA; cDNA 
DKFZp586A0423 (from done 
DKFZp586A0423). /FEA=?mRNA 
/DB_XREF=gi:4884400 
/UG=Hs.225988' Homo sapiens 
mRNA; cDNA DKFZp586A0423 
(from clone DKFZp586A0423) 


AL05d185 




•■ ■ ■ 


215577 at 


0.046749 


ESTs 


AU 146791 


Hs.287474 




215737_x_at 


0.018023 


Consensus includes gb:X90824. 1 
/DEF=H. sapiens mRNA for 
USF2a & USF2b, clone P9DH. 
/FEA=mRNA /GEN=USF2 
/PR0D=USF2a, USF2b protein 
/DB_XREF=gi: 1279506 
/UG=Hs.93649 upstream 
transcription factor 2, c-fps 
interacting ■ 


X90824 




NP^003358 


215758_x_at 


0.018023 


HTF34-like ZNF gene; Homo 
sapiens chromosome 19, BAG 
273239 (CIT-B-320G13), complete 
sequence. 


AC007204 






215760_s_at 


0.040064 


Consensus includes 
gb:AC005390 /DEF=Homo 
sapiens chromosome 19, cosmid 
R31180 /FEA=CDS_1 
/DB_XREF=gi;3399675 
/UG=Hs.251410 Homo sapiens 
chromosome 19, cosmid R31180 


AC005390 
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den List Corresponding to Figure '1 9 - Coronary Artery Disease 






G ne 
Identifier 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 
Acc ssion 
No. 


Protein 

Accession 

No. 


215806>^at 


0.046749 


Consensus includes gb: Ml 3231 . 1 
/DEF=Human T-cell receptor 
aberrantly rearranged gamrna- 
chain mRNA from cell line HPBr 
MLT. /FEA=mRNA 
/DB_XREF=gi:339168 
/UG=Hs.274509 T cell receptor 
gamma constant 2 


Ml 3231. 


■ 




2l5909_x_at 


0.018023 


Consensus includes ' 
gb:AL1 5741 8.1 /pEF=Homo 
sapiens mRNA; cDNA 
DKFZp761K18121 (from clone 
DKFZp761K18121). /FEA=mRNA 
/DB_XREF=gi:7018439 
/UG?=Hs. 112028 MisshapenNIK- 
related kinase 


AL1 57418 






215966 X at 


0.049425 


glycerol kinase 


AA292874 


Hs.1466 


NP 000158 


216033_s_at 


0018023 


Consensus includes gb:S74774.1 
/DEF?p59fyn{T)=pKT3^nduced 
calcium influx regulator human, 
Jurkat J6 T cell line, mRNA 
Partial, 1605 nt. /FEA=CDS 
/PROD=tyrosine kinase p59fyn(T) 
/DB_XREF=gi:802050 
/UG=Hs. 169370 FYN oncogene 
related to SRC, FGR, YES 


S74774 




NP_694593 


216159_s_at 


0.025284 


Consensus includes 
gb:AK023757.1 /DEF=Homo 
sapiens cDNA FLJ13695 fis, 
clone PLACE2000124. • 
/FEA=mRNA 
/DB_XREF=gi:10435786 
/UG=Hs 306658 Homo sapiens 
cDNA FLJ 13695 fis, clone 
PLACE2000124 


AK023757 ' 






216170_at 


0.021165 


Consensus includes 
gb:AK025271.1 /DEF=Homo 
sapiens cDNA: FLJ21618 fis, 
clone COL07487. /FEA=mRNA 
/DB_XREF=gi:10437753 
/UG=Hs.306790 Homo sapiens 
cDNA: FLJ21618 fis, clone 
COL07487 


AK025271 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gen 

Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unjgene 

Accession 

No. 


Protein 

Accession 

No. 


216i73_at 


0.041795 


Consensus includes 
gb:AK025360,1 /DEF=Homo 
sapiens cDNA: FLJ21707 fis, 
clone COL09953. /FEA=mRNA 
/DB_XREF=gi:10437861 
/UG=Hs.306806 Homo sapiens 
cDNA; FLJ21707 fis, clone 
COL09953 


AK025360 






216211„at 


0.018693 


Consensus inclucles 
gb:AL049233.1 /DEF=Hpmo 
sapiens nriRNA; cDNA 
DKFZp564A023 (from clone 
DKFZp564A023). /FEA=mRNA " 
/DB_XREF=gi:4499967 
/UG=Hs.42244 Homo sapiens 
mRNA; cDNA DKFZp564A023 
(from clone DKFZp564A023) 


AL049233 






216231 s at 


0.034721 


beta-2-m\croglobulin 


AW 188940 


Hs.75415 


NP_004039 


21631 8_at 


0.018444 


Consensus includes gb:S55735. 1 
/DEF=Homp sapiens 
immunoglobulin A1-A2 lambda 
hybrid GAU heavy chain mRNA, 
partial cds. /FEA=mRNA 
/PROD=immunoglobulin A1-A2 
lambda hybrid GAU heavychain 
/DB_XREF=gi:265703 
/UG=Hs.29344i VPS28 protein 


S55735 






216384_.x_at 


0.018023 


Homo sapiens prothymosin alpha 
(PTMA) gene, complete cds. 


AF257099 






216396_^s_at 


0.046749 


Consensus includes 
gb:AF1 31 850.1 /DEF=Homo 
sapiens clone 24988 mRNA 
sequence. /FEA=mRNA 
/DB_XREF=gi:4406694 
/UG=Hs.286027 etoposide- 
induced mRNA 


AF131850 




NP_004870 


216444_at 


0.042057 


Consensus includes 
gb:AK024138.1 /DEF=Hpmo 
sapiens cDNA FLJ 14076 fis, 
clone HEMBB1001925. 
/FEA-mRNA 
/DB_XREF=gi: 10436445 
/UG=Hs. 306667 Homo sapiens 
cDNA FLJ 14076 fis, clone 
HEMBB1001925 


AK024138 
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Gene List Corresponding to Figure 19 - Coronary Artery Diseas 






Gene 
Identifier 


p-vaiue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


216526_x^at 


0.034721 


Consensus includes 
gb:AK024836.1 /DEF=Homo 
sapiens cDNA: PL J2 11 83 fis, 
clone CAS11634, highly similar 
to HSHLAGW07 Homo saoiens 
mRNA for human leukoeyte 
antigen C alpha chain. 
/FEA=mRNA 
/DB_XREF=gi: 10437242 
/UG=Hs.277477 major 
histocompatibility complex, class 
I, c 


AKP24836, 

f 




NP_002108 


216591 8 at 


0 049425 


intearal membrane nrotein subunit 
of complex II; no evidence for 
translation; putative pseudogene; 
Homo sapiens integral membrane 
protein subunit of complex II (Cll- 
3) pseudogene, complete 
sequence. 


AF080579 






216730_at 


0.048741 


Consensus includes 
abAK024561 1 /DEF=Homo 
sapiens cDNA: FLJ2D908 fis, 
clone ADSE00417. /FEA=mRNA 
/DB_XREF=gi. 10436870 
/UG=Hs.306689 Homo sapiens 
cDNA: FU20908 fis, clone 
ADSE00417 


AK024561 






216748_at 


0.019292 


Consensus includes 
gb:AK024890.1 /DEF=Homo 
sapiens cDNA: FLJ21237 fis. 
clone COL01114. /FEA=mRNA 
/DB_XREF=gi: 10437303 
/UG=Hs.306720 Homo sapiens 
cDNA: FLJ21237 fis, clone 
COL01114 


AK024890 






216751_at 


0.046749 


Consensus includes 
gb:AK024879.1 /DEF=Homo 
sapiens cDNA: FLJ21226 fis, 
clone COL00721. /FEA=mRNA 
/DB.XREF=gi: 10437291 
/UG=Hs.306715 Homo sapiens 
cDNA: FLJ21226 fis. clone 
COL00721 


AK024879 
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Gene List Corresponding to Figure 10 - Coronary Artery Disease 






Gen 

Identifier 


p-vailue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


216983;^s_at 


0.033533 


Consensus includes 
gb;BC062889!l /DEF=Homo 
sapiens, clone IMAGE:3941350. 
mKNM, pamai cus. /rtM— itikina 
/PROD=Unknown (protein for 
liVIAGE:3941350) 
/DB_XREF=gi: 12804072 
/UG=Hs. 122605 Homo sapiens 
cDNA: FU22124 fis, clone 
HEP19352 


BC002889 






216996_s_at 


0.018222 


Consensus includes 

gb:AK021 557.1 /DEF=Homo 
sapiens cufma tlj \ \hvd tis,. 
clone HEMBA1001950, highly 
similar to Homo sapiens mRNA 
for KIAA0971 protein. 
/FEA=mRNA 
/DB_XREF=gi: 1 0432760 
/UG=Hs.84429 K1AA0971 protein 


AK021557 




NP^055744 


2l7l43;.s_at 


0:018023 


Consensus includes gb:X06557.1 
/DEF=Human mRNA for TCR- 
delta chain. /FEA=mRNA 
/DB_XREF=gi:37003 
/UG=Hs.2014 T cell receptor 
delta locus 


X06557 






217i52_at 


0.025293 


Consensus includes 

gD./\l\U<4 loD.I /ucr-^Momo 
sapiens cDNA FLJ 14074 fis, 
clone HEMBB1001869. 
/FEA=mRNA 
/DB_XREF=gi: 10436442 
yUG=Hs. 141208 Homo sapiens 
cDNA FLJ14074 fis. clone 
HEMBB10016fe9 


AK024136 . 






217164_at,. 


0,034721 


Consensus includes 
abAK024108 1 /nFF=Hfimn 
sapiens cDN A FU 14046 fis, 
clone HEMBA1 006461. 
/FEA=mRNA 
/DB_XREF=gi: 10436406 
/UG=Hs. 142677 Homo sapiens 
cDNA FLJ14046 fis. clone 
HEMBA1006461 


AK024108 
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Gene List Corresponding to Figure 19 - Cbroriary Artery Disease 






Gene 
Identifier 


p-'Valu 


Description 


Getie 

Accession 

No. 


Unigen 

Accession 

No. 


Protein 

Accession 

No. 


2172()d_x^at 


0.025284 


Consensus includes gb.UG671 5. 1 
/DEF=Human cytochrome B561, 
HCYTO B561. mRNA, partial 
cds. /FEA=mRNA /GEN=B561 
/PROD=HCYTO B5p1 
/DB_XREF=gi:476590 
/UG=Hs. 153028 cytochrome fa- 
SSI 


U06Z15 






217202_s_at 


0,034721 


Homo sapiens glutamine 
synthetase pseudogene, complete 
sequence.. 


U08626 . 






217216_x^at 


0.da8893 


Consensus mcludes / • 
gb:AC006530 /DEF=unt(tled 
/FEA=CDS_5 
/DB_XREF=gi:4680764 
/UG=Hs. 153820 hypothetical 
protein 


AC00653d 






217274_x_,at. 


0.040064 


Consensus includes gb:X62005. 1 
/DEF=H. sapiens skeletal 
embryonic myosin light chain 1 
(MLC1) mRNA. /FEA=mRNA 
/GEN=MCL1 /PROD=myosin light 
chain 1 /DB__XREF=gi:34677 
/UG=Hs.159218 H.sapiens 
skeletal embryonic myosin light 
chain 1 (MLC1) mRNA 


X52005 




> 


217340_at 


0.040064 


Consensus includes 
gb:AL024509 /DEF=Human DNA 
sequence from clone 522P13 on 
chromosome 6p21.31-22,3. 
Contains a 60S Ribosomal 
Protein L21 pseudogene and an 
HNRNP A3 (Heterogenous 
Nuclear Riboprqtein A3, FBRNP) 
pseudogene. Contains ESTs, 
STSs and GSSs /FEA=CDS 1 
/DB__XREF=gi:3947836 
/UG=Hs.247780 Human DNA 
sequence from clone 522P13 on 
cnromosome. opzi. 01-22.0. 
Contains a 60S Ribosomal 
Protein L21 pseudogene and an 
HNRNP A3 (Heterogenous 
Nuclear Riboprotein A3, FBRNP) 
pseudogene. Contains ESTs, 
STSs and GSSs 


AL024509 
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Gene List Correspondina to Figure 19 - Coronary Artery Disease 






G ne 
Identifier 


prvalue 


Description 


Gene 

Accession 
No. 


Uhigene 

Accession 

No. 


Protein ; 

Accession 

No. 


217477_at 


a018693 


Consensus includes gb:U7858i.1 
/DEF-Human type 1^ 
phosphatidylinositol-4-phosphate 
5-kinase beta {STM7) mRNA, 
partial cds. /FEA=mRNA 
/GEN=STM7 /PROD=type 1 
phosphatidylinositol-4-phosphate 
5-kinasebeta 
/DB_XREF=gi: 1743882 
/UG=Hs.78406 

phosphatidylinositol-4-phosphate 
Sr-kinase, type 1, beta 


U78581 




NP_003549 


217497^at 


0.046749 


ESTs, Weakly similar to 
hypothetical protein FLJ20378 
[Homo sapiens] [H. sapiens], 


AW613387 


Hs.388345 


NP_001944 


217527_s_at 


0.046749 


ESTs, Weakly similar to neuronal 
thread protein [Homo sapiens] 
[H.sapiens] 


AI4783dO 


'Hs.35i454 




217549_at 


0.025284 


ESTs, Weakly similar to 
hypothetical protein FLJ20489 
[Homo sapiens] [H.sapiens] 


AW574933 


Hs.248844 




217627 at 


0;0i8023 


hypothetical protein FLJ30921 


BE515346 


Hs.278871 


NP 689573 


217654_^at 


0.040064 


ESTs, Weakly similar to 
hypothetical protein FLJ 1 1 267 
[Homo sapiens] [H.sapiens] 


R71245 


Hs.174303 




2i7722^s_at 


0.034721 


gb:NM__016645.1 /DEF=Homo 
sapiens mesenchymal stem cell 
protein DSC92 (LOC51335).. 
mRNA. /FEA=mRNA 
/GEN=LOC51335 
/PROD=mesenchyma| stem cell 
protein DSC92 
/DB_XREF=gi:7706195 
/UG=Hs. 323467 mesenchymal 
stem cell protein DSC92 
/FL=gb:AB029315.1 
gb:AF242770.1 gb:NM 016645.1 


NM_016645 




NP_057729 
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G ne List Corresponding to Figure 19 -Coronaiv Arteiv Disease 






Gen 

jderitifier 


p-valu 


Description 


Gene 

Accession 
No. 


Unigene 
Accession , 
No. 


Protein 

Accession 

No. 


217732_s_at 


0.034721 


gb: AF092 1 28. 1 : /PEF=Homo 
sapiens -putative transmembrane 
protein E3-16 mRNA, complete 
cds. /FEA=mRNA 
/PROD=putative transmembrane 
protein E3-16 
/DB_XREF=gi;51 38905 
/UG=Hs.239625 integral 
membrane protein 2B 
/FL=gb:NIVI_021999.1 
gb:AF136973.1 gb:BC000554.1 
gb:AF092 128.1 gb:AF1 52462.1 
gb:AF246221.1 


AF092128 




NP^068839 


217738_at 


0.046749 


pr6-B-cell colony-enliancing factor 


BF575514 


Hs,239138 


NP_005737 


217741 s at 


0.034721 


zinc fingerjDrotein 216 


AW47i220 


Hs.3776 


NP 005998 


2l7752_s_at 

) 

J 


0.046749 


gb:Ni\/l_01 8235.1 /DEF=Ho'mo 
sapiens hypothetical protein 
FU 10830 (FLJ 10830), mRNA. 
/FEA=mRNA /GEN=FLJ 10830 
/PROD=hypothetical protein 
FLJ10830 /DB_XREF=gi:8922698 
/UG=Hs.273230 liypothetical 
protein FU 10830 
/FL=gb:BC001 375.1 
gb:BC003176.1 gb:NM_01 8235.1 


NM_018235 


■J 


NP_060705 


217774_s_at 


0.034721 


gb:NM_016404.1 /DEF=Homo 

sapiens hypotheticSI protein 
(HSPC152), mRNA. /FEA=mRNA 
/GEN=HSPC152 . 
/PROD=hypothetical protein 
/DB_XREF-gi:7705476 
/yG=Hs.79259 hypothetical 
protein /FL=gb:AF11 0774.1 
gb:AF161501.1 gb:NM_0,1 6404.1 
gb:AF229068.1 


NM^016404 




NP_057488 


217775_s^at 


0.020576 


gb:NM_016O26.1 /DEF=Homo 
sapiens CGI-82 protein 
(LOC51109), mRNA. 
/FEA=mRNA /GEN=LOC51 109 
/PROD=CGi-82 protein 
/DB_XREF=gi:7705790 
/UG=Hs.179817 CGI-82 protein 
/FL=gb.BC00011,2.1 
gb:AF151840.1 gb:I^JM_01 6026.1 
gb:AF1 67438.1 


NM_016026 




NP^057110 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 
Acc sslpn 
No. 


Protein 

Accession 

No. 


217797jat 


0.046749 


gb:NIVl_016406.1 /DEF=Homo 
sapiens hypothetical protein - 
(HSPC155), mRNA. /FEA=mRNA 
/(3EN=HSPC155 
/PROD=liypothetical protein 
/DB_XREF=gi:7705480 
/UG=Hs. 177507 hypothetical 
protein /FL=gb:BC005187.1 
gb-.AFI 51 884.1 gb:AF161.504.1 
gb:NIVl_016406,1 


N|VI^016406 




NP_057490 

> 


217830_s_^at 


0.018023 


Consensus includes 
gb:AL109658 /DEF=Human DNA 
sequence from clone RP4- 
776F14 on chromosome 20p12.2 
13. Contains the 5 end of the 
FKBP1A gene for F?K506-binding 
protein 1A (12kD), the gene for 
P47 protein, part of a novel 
member of the PTPNS (protein 
tyrosine phosphatase, non- 
recepto... /FEA=mRNA 
/DB^XREF=gi:7161806 
/UG=Hs. 12865 p47 
/FL=gb:BC002801.1 
gb:AF078856.1 gb:NM_016143.1 


AL1 09658 






217832_at 


0034721 


Consensus includes 
gb:BE672181 /FEA=EST 
/DB_XREF=gi:10032712 
/DB_XREF=est:7b51c08.x1 
/CLONE=IIVIAGE:3231758 
/UG=Hs. 155489 NS1 -associated 
protein 1 /FL=gb,AF155568.1 
gb:NM_006372.1 


NM_p06372 




NP_006363 


217858_s_at 

■ .• 


0.018023 


gb:NIVI_016607.1 /DEF=Homo 
sapiens ALEX3 protein (ALEX3), 
mRNA. /FEA=mRNA 
/GEN=ALEX3 /PR0D=Al.EX3 
protein /DB_XREF=gi:7705273 
/UG=Hs. 172788 ALEX3 protein 
/FL=gb:AB039669.1 
gb;NIVI_016607.1 


NM_016607 




NP_808817 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2.17888_s_at 


0.036254 


gb:NM_01 8209.1 /DEF=Homo 
sapiens hypotheticarproteih 
FLJ10767 (FLJ 10767), mRNA. 
/FEA=mRNA /GEN=FLJ 10767 
/PROD=hypothetical protein 
FLJ 10767 /DB_XREF=gi:8922651 
/UG=Hs.25584 hypothetical 
protein FLJ10767 
/FL=gb:NM_018209.1 


NM_018209 




NP_783202 


217899_at 


0.046749 


gb:NM_017727.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20254 (FU20254), mRNA. 
/FEA=mRNA /GEN=FLJ20254 
/PROD=hypotheticai protein 
FLJ20254 /DB_XREF=gi:8923227 
/UG=Hs. 15356 hypothetical 
protein FLJ20254 
/FL=gb:BC002467.1 
gb:NM_01 7727.1 


NM_017727 




NP_060197 


217906_at 


0.034721 


gb:NM_014315:i 7DEF=Homo 
sapiens host cell factor homolog 
(LCP), mRNA. /FEA=mRNA 
/GEN=LCP /PROD=host cell 
factor homolog 
/DB_XREF=gi:7657300 
/UG=Hs.20597 host cell factor 
homolog /FL=gb:BC002335.1 
gb:AF113131.1 gb:NM_014315.1 
gb:AF244137.1 


NM_014315 




NP_055130 


217909 s at 


0.026013 


transcription factor-like 4 


BF056105 


Hs78185 


NP 733753 


217922_at 


0.034721 


mannosidase, alpha, class 1 A, 
member 2 


H97940 


Hs.367638 




217928_s_at 


0.025284 


gb:NMJ18312.2 /DEF=Homo 
sapiens chromosome 11 open 
reading frame 23 (C110RF23), 
mRNA. /FEA=mRNA 
/GEN=Ct10RF23 
/PROD=sporulation-incIuced 
transcript 4-associatedprotein 
/pB_XREF=gi: 13489082 
/UG=Hs.180817 chromosome 11 
open reading frame 23 
/FL=gb:AF264779.1 
gb:NM_018312.2 


NM_018312 




NPJ60782 
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Gene List Corresponding to Figure 1 9 - Coronaiv Artery Disease 






Gene 
Id ntifi r 


pTvajue 


Description 


Gene < 
Accession 
No. 


Unigeiie 

Accession 

No. 


Protejn 

Accession 

No. 


217932_at 


0.038017 


gb: NM^OI 5971 .1 /pEF=Homo 
sapiens 30S ribpsomal protein. - 
S7 homolog (LOC51081), 
mRNA. /FEA=miRNA 
/GEN=LOC51081 /PRC)D=30S 
ribosomal protein S7 homolog 
/DB_XREF=gi:7705737 
/UG=Hs.71787 30S ribosomal 
protein S7 homolog 
/FL=gb:BC000241.1 . 
gb:AF077042.1 gb:NM. 015971.1 


NM_015971 




NP_057055 


217937_s_at 


0.026842 


gb:NM_016596.2 /DEF=Homo 
sapiens histone deacetylase 7A • 
(HDAC7), transcript variant 2, 
mRNA. /FEA=mRNA 
/GEN=HDAC7 /PROD=histone 
deacetylase 7A, isoform b 
/DB_XREF=gi: 13259523 ^ 
/UG=Hs 275438 histone 
deacetylase 7A ' 
/FL=gb:NM_016596.2 
gb:AF239243.1 


NM_016596 




NP_057680 


217940^s_at 


0.018693 


gb:NIVI_018210.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ10769 (FLJ10769), mRNA. 
/FEA=mRNA /GEN=FLJ10769 
/PROD=hypothetical protein 
FLJ10769 /DB_XREF,=gi:8922653 
/UG=Hs.8083 hypothetical protein 
FLJ 10769 /FL=gb:AF1 51 071.1 
gb:NM_018210.1 


NM_018210 




NP_06d680 


217945>t 


0.046749 


gb:NM_025238.1 /DEF=Homo 
sapiens BtB (POZ) doniain 
containing 1 (BTBD1), mRNA. 
/FEA=mRNA /GEN=BTBD1 
/PROD=BTB (POZ) domain 
containing 1 ' 
/DB XREF=gi; 13376847 
/UG=Hs.21332 BTB (POZ) 
domain containing 1 , • . 
/FL=gb:AL1 36853.1 
gb:AF257241.1 gb:NM_025238.1 
gb:AF355402.1 


NM_025238 




NP_079514 



Geri List Corresponding to Figure 19 - Coronary Artery 1 


disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


217957_at • 


0.046749 


gb:NM_01 3242.1 /DEi^=Homo 
sapiens similar to mouse GItS 
or p. malanogaster transcription 
factor IIB (AF093680), mRNA. 
/FEA=mRNA /GEI^=AF093680 
/PROD=similar to mouse Glt3 or 
D. maianogastertranscription 
factor IIB /DB_XREF=gi:8392874 
/UG-Hs.279818 similar to mouse 
Glt3 or p. malanogaster 
transcription factor ilB 
/FL=gb:BC0p5 152.1 
9b:AF093680.1 gb:lvlM_01 3242.1 


NM_013242. 




NP_037374 


217964_at 


0.046749 


g.b:NM_017775.1 /PEF=Homo 
sapiiens hypothetical protein 
FLJ20343 (FLJ20343), mRNA. ' 
/FEA=mRNA /GEN=FI,J20343 
/PROP=hypothetical protein 
FLJ20343 /DB_XREF=gi.8923319 
/UG=Hs.252692 hypothetical 
protein FLJ20343, 
/FL=gb:NM 017775.1 


NM_d17775 




NP_060245 


217987_at 


0.034721 


gb:NM^01 9048.1 ^ /DEF=Homo 
sapiens hypothetical protein 
{FLJ20752), mRNA /FEA=mRNA 
/GEN=FLJ20752 
/PROD=hypothetical protein 
/DB_XREF=gi;Q506696 
/UG=Hs.101364 hypothetical 
protein /FL=gb:BC001243.1 
gb;NM 019048.1 


NMJ19048 




NP_061921 


218005 at 


0.046749 


zinc finger protein 22 (KOX 15) 


AA744771 


Hs. 108642 


NP 008894 


218025_s_at 


0.034721 


gb:NM_0061 1 7. 1 /DEF=Homo 
sapiens peroxisomal D3,D2-enoyl- 
CoA isomerase (PECI), mRNA. 
/FEA=mRNA /GEN=PECI 
/PROD=peroxisomal D3,D2-enoyl- 
CoA isomerase 
/DB_XREF=gi:51 74624 
/UG=Hs. 15250 peroxisomal 
P3,D2-enoyl-CoA isomerase 
/FL=gb:AL1 36642.1 
gb:BC002668.1 gb:AF069301.1 
gb:AF153612.1 gb:NM 006117.1 
gb:AF244138.1 


NM_006117 




NP„006108 
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Gene List Corresponding to Figur 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218p41_x_at 


0.034721 


gb:NM_018573.1 /DEF=Homo 
sapiens hypothetical protein 
PRO1068 (PRO1068), mRNA. 
/FEA=mRNA /GEN=PRO1068 
/PROb=hypothetical protein . 
PRO1068 /DB_XREF=gi:8924006 
/UG=Hs.321158 hypothetipai 
protein PRO1068 
/FL=gb:AF1 16620.1 
gb:NM_01 8573.1 


NM_018573 






2l8050_at 


0.046749 


gb:NM_016617.1 /DEF=Homo 
sapiens hypothetical protein (BM- 
002), mRNA. /FEA-mRNA 
/GEN=BM-002 
/PROD=hypothetical protein. 
/DB_XREF=gi:7705299 
/UG=Hs.5862 hypothetical protein 
/FL=gb;BC005193.1. 
gb:AF208844.1 gb:NM_016617.1 


NM_016617 




NP_057701 


218052_s_at 


0.025284 


gb:NM_020410.1 7DEF=Homo 
sapiens CGi-152 protein 
(LOC57130), mRNA. 
/FEA=mRNA /GEN=LOC57130 
/PROP=CGI-152 protein 
/DB_XREF=gi:9966896 
/UG=Hs.9275 GGl-152 protein 
/FL=gb:AF288687.1 . 
gb:NM_020410.1 


NiVI_020410 




NP_065143 


218076_s_at 


0.046749 


gb:NM_018054.1' yDEF=Homo 
sapiens homoiog of rat nadrin 
(FLJ10308), mRNA. /FEA=mRNA 
/GEN-FLJ10308 /PROD-homoiog 
of rat nadrin 
/DB_XREF=gi;8922343 ' 
/UG=Hs.14169 homoiog of rat 
nadrin /FL=gb:AF1 13218.1 
gb:NM_^018054.1 


NM_018,054 




NP_060524 


218100^s_at 


0.036254 


gb:NM_018010.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ10147 (FLJ10147), mRNA. 
/FEA=mRNA /GEN=FLJ10147 
/PROD=hypothetical protein 
FLJ10147 /pB_XREF=gi:8922255 
/UG=Hs.170318 hypothetical 
protein FLJ10147 
/FL=gb;AF1 39576.1 - 
gb:AF245220.1 gb:NM_018010.1 


NM_018010 




NP_060480 
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Gene List Corresponding to Figure 19 - CororiaiY Arte 






Q ne 
Identifier 


p-vaiue 


Description 


Gene 

Accession 

No. 


Unigetie 

Accession 

No. 


Protein 

Accession 

No. 


,?18103_at 


0.046749 


gb:NM_017647.1 /DEF=HQmo 
sapiens hypothetical prbteih 
FLJ2d062 (FLJ20062), mRNA. 
/FEA=mRNA /GEN=FLJ20062 
/PROD=hypothetical protein 
FLJ20062 /DB_XREF=gi;8923066 
/UG=Hs.257486 hypothetical 
protein Fl,J20062 
/FL=gb:BC000131.1 
gb:NM_01 7647.1 


NM_017647 




NP^060117 


2181 14>t " 


0.048741 


gb:NM_01 3365.1 /DEF=Homo 
sapiens ADP-ritxjsylation factor 
binding protein GGA1 (GGA1), 
mRNA. /FEA=mRNA 
/GEN=GGA1 /PROD=ADP- 
ribosylation factpr binding protein 
GGA1 /DB_XREF=gi;9558728 
/UG=Hs.238296 ADP-ribosylatlon 
factor binding protein GGA1 
/FL=gb.AF1 90862.1 
gb:AF233521.1 gb:AF218584.1 
gb:NM_013365.1 


NM_013365 




NPl^d37497 


218l22_s_at 


0.036254 


gb:NM_02l627.1 /DEF=Hpmo 
sapiens sentrin-specific protease 
(SENP2), mRNA. /FEA-mRNA 
/GEN=SENP2 /PROD=sentrin- 
specific protease 
/DB_XREF=gi: 11055993 
/UG=Hs.3355 sentrin-specific 
protease /FL=gb;AF1 51697.2 
gb:NM_021627.1 


NM_021627 




NP_067640 


2i8123_at 


0.018023 


gb:NM_0l7835.1 /DEF=Homo 
sapiens chromosome 21 open 
reading frame 59 (G210RF59), 
mRNA. /FEA=mRNA 
/GEN=C210RF59 
/PROD=hypothetical protein 
FLJ20467 /DB_XREF=gi:8923436 
/UG=Hs.5811 chromosome 21 
open reading frame 59 
/FL=gb:NIVI_021254.1 
gb:BC000709.1 gb.NM 017835.1 
gb:AF282851.1 


NM^017835 




NP_067077 



2635 



iSene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigen 

Accession 

No. 


Protein 

Accession 

No. 


218135_at 


0:046749 


gb:NM_016570.1 /DEF=Homo 
sapiens CDAr4 (LOC51290), 
mRNA. /FEA=mRNA 
/GEN=LOC51290 /PR0D=CDA14 
/DB_XREF=gi:7706104 
/UG=Hs.26813 CDA14 
/FL=gb:BC000887.1 
gb:AF216751.1 gb:NM_016570.1 
gb.AFI 834 10.1 


NM_016570 




NP_057654 


218143_s_at 


0.034721 


gb:NM_005697.2 /DEF=Homo 
sapiens secretory carrier 
membrane protein 2 (SCAMP2), 
mRNA. /FEA=mRNA 
/GEN=SCAMP2 /PROD=secretory 
carrier membrane protein 2 
/DB_XREF=gi:5730030 
/UG=Hs.238030 secretory earner 
membrane protein 2 . 
/FL=gb:BC001376.1 
gb:BC004385.1 gb:AF005038.2 
gb:NIVi_005697.2 


NMJI05697 




NP_G05688 


218152_at 


0.034721 


gb:NM_018200 1 /DEF=Homo 
sapiens high-mobility group 2DA 
(HMG20A), mRNA. /FEA^mRNA 
/GEN=HMG20A /PROP=high- 
mobiiity group 20A 
/DB_XREF=gl;8922632 
/UG=Hs.69594 high-mobility , 
group 20A /FL=gb:AF146222.1 
gb:NI^_01 8200.1 


NM_01820p 




NP_060670 


218164_at 


0;021876 


gb:NM_022827.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ21347 {FLJ21347), mRNA. 
/FEA=mRNA /GEN=FLJ21347 
/PROD=hypothetical protein 
FLJ21347 

/DB_XREF=gi: 12383067 
/UG=Hs. 1 03 1 47 hypothetical 
protein FLJ21347 
/FL=gb:NIVij22827.1 


NM_022827 




NP_073738 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218167_at 


0.034721 


gb:NM_016627.1 /DEF=Homo 
sapiens hypothetical protein 
(LOC51321), mRNA. 
/FEA=mRNA /GEN-LOC51321 
/PROD=hypothetical protein 
/DB_XREF=gi:7706167 
/UG=Hs.268122 hypothetical 
protein /FL=gb:AF208856.1 
ab:NM_01 6627.1 


NM_016627 




NP^057711 


218175^at 


0.018693 


gb:NM_025140.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ22471 (FLJ22471), mRNA. 
/FEA=mRNA /GEN=FLJ22471 
/PROD=hypothetical protein 
FLJ22471 

/DB_XREF=gi: 13376724 
/UG=Hs.288909 hypothetical 
protein FU22471 
/FL=gb:NM_025140.1 


NM^025140 


- - - 


NP_079416 


218l92_at 


0.018023 


gb:NM_016291.1 /DEF=Homo 
sapiens mammalian inositol 
hexakisphosphate kinase 2 
(IP6K2), mRNA. /FEA=mRNA 
/GEN=IP6K2 /PROD=mammalian 
inositol hexakisphosphate kinase 
2 /DB_XREF=gi;7705552 
/UG=Hs.323432 mammalian 
inositol hexakisphosphate kinase 
2 /FL=gb:AF177145.1 
gb:NM_018291.1 


NM_016291 




NP_057375 


218201_at ; 


0.046749 


gb;NM_004546.1 /DEF=Homo 
sapiens NADH dehydrogenase 
(ubiquinone) 1 beta subcomplex, 
2 (8kD, AGGG) (NDUFB2), 
mRNA. /FEA=mRNA 
/GEN=NpUFB2 /PROD=NADH 
dehydrogenase (ubiquinone) 1 
betasubcomplex, 2 (8kD, AGGG) 
/DB_XREF=gi;4758777 
/UG=Hs. 198272 NADH 
dehydrogenase (ubiquinone) 1 
beta subcomplex, 2 (8kD, 
AGGG) /FL=gb:BC001 168.1 
gb:AF050639.1 gb:NM_004546.1 
gb;AF067166.1 


NM^004546 




NP_004537 

S 
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Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Id ntifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2182.09^s_at_ 


0.018023 


gb:NM_018170.1 /DEF=Hbmp 
sapiens hypothetical "protein 
FLJ10656 {FLJ10656), mRNA. 
/FEA=mRNA /GEN-FLJ 10656 
/PROD=hypotheticai protein 
FLJ 10656 /DB_XREF=gi:8922574 
/UG=Hs.300906 hypothetical ' 
protein FLJ 10656 
/FL=gb:NM_018170.1 


NM^018170 




NP,060640 


218216_x_at 


0.036254 


gb:NM3i6638..1 /DEF=lHomo 
sapiens SRp25 nuclear protein 
{LOC51329). mRHA. 
/FEA=mRNA /GEN=LOC51329 
/PROD=SRp25 nuclear "protein 
./DB_XREF=gi:7706183 
/UG=Hs. 103561 SRp25 nuclear 
protein /FL=gb:Be001 958.1 
gb:AB035384.1 gb:NM^016!638.1 


NM_Cjl6638 




NP_061164 


218223_s_at 


0.025284 


gb:NI\/l_016274:i /DEF=Homo 
sapiens CK2 interacting protein 
1; HQ0024C protein (LOC51177), 
mRNA. /FEA=nnRNA 
/GEN=LOC51177 /PR0D=CK2 
interacting protein 1; HQ0024c 
protein /DB_XREF=gi:770591 8 
/UG=Hs.173380 CK2 interacting 
protein 1; HQ0024c protein 
/FL=gb:AF291105.1 
gb:AF073836.1 ,gb:NM_016274.1 
gb:AF168676.1 ' 


NM_016274 


/ 


NP^057358 


218224_at 


0.034721 


gb:NM_006029.2 /DEF=Homo 
sapiens paraneoplastic antigen 
MA^ (PHMM), mRNA; 
/FEA=mRNA /GEN=PNMA1 
/PROD=paraneoplastic antigen 
MA^ /DB_XREF-gi:1 1 141858 , 
/UG=Hs.194709 paraneoplastic 
antigen MA1 /FL=gb:AF037364.2 
gbiNlVI 006029.2 


NMJ06029 




NP_006020 
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Gene List Correspbndmg to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218237_s^at 


0.018023 


gb:NM^d30674.1 /DEi^=Homo 
sapiens amino acid transporter 
system A1 (ATM), mRNA. 
/FEA=mRNA /(3EN=ATA1 
/PROb=amino acid transporter 
system A1 

/DB_XREF=gi: 13492978 
/UG=Hs. 18272 amino acid 
transporter system A1 
/FL=gb:AF271070.1 . 
gb.NM 030674.1 


NIVi_030674 




NP_1 09599 


218238_at 


'0.025284 


gb:NM_012341.1 /DEF=Homo 
sapiens GTP-binding protein 
(I^GB), mRNA. /FEA=mRI^J,A-' 
/GEN=NGB /PROD=GTP-binding 
protein /DB_XREF=gi:69t2531 
/UG=Hs.21 5766 GTP-binding 
protein /FL=gb:AF325353.1 
gb:AF120334.1 gb:NM_012341.1 


NIVI_012341 




NP_036473 


218263^s_at 

/ • 


0.034721 


gb:NIVI_021211.1 /DEF=Homo 
sapiens transposon^derived 
Busterl transposase-lil<e protein 
(LOC58486), mRNA. 
/FEA=mRNA /GEN=LOC58486 
/PROD=?transposon-derived 
Busterl transposase-likeprotein 
/DB_XREF=?gi. 10864022 
/UG=Hs.25726 transposon- 
derived Busterl transposase-lil<e 
protein /FL=gb:NI\/l_021211.1 
gb:AF205600.1 ' 


NIVI2021211 




NP_067d34 


218285„s_at 


0.026842 


gb:NWI_020139.1 /DEF=Homo 
sapiens oxidoreductase UCPA 
(LOC56898), mRNA 
/FEA=mRNA /GEN-LOC56898 
/PROD=oxidoreductase UCPA 
/DB_XREF=gi; 100471 31 
/UG=Hs.124696 oxidoreductase 
UCPA /FL=gb:NM_020139.1 
gb:AF1 64790.1 


N!\/l_020139 




NP_064524 
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Gene List Cbrresponding to Figure 19 - Cor nary Artery Disease 






G ne 
Identifier 


p-rvalue 


D scription 


Gene 

Accession 

No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


218309_at 


0.019292 


gb:NM_Ol 8584.1 /DEF=Homo 
sapiens hypothetical protein 
PR01489 (PR01489), mRNA. 
/FEA=mRNA /GEN=PR01489 
/PROD=hypothetical protein 
PR01489 /DB_XREF=gi:8924051 
/UG=Hs, 107767 hypothetical 
proteih' PR01489 
/FL=gb;AF1 16637.1 
gb:NIVl2018584.1 


N!Vi_018584 




NP_061054 


219329_at 


0.019292 


gb:NM_012406.2 /pEF=Hpmo 
sapiens PR domain containing 4 
(PRDiVI4), mRNA. /FEA=mRNA 
/GEN=PRDI\/i4 /PROD=PR 
domain containing 4 
/DB_XREF=gi:9055315 
/yG=Hs.21807 PR domain 
containing 4 /FL=gb:AF144757.2 
gb:NM_01 2406.2 


N!Vi;^0l2406 


• - 


NP^036538 


2i8331_s_at 


0.034721 


gb:NiVl_01 7782.1 /pEF=Hbmo 
sapiens hypothetical protein 
FLJ2036b (FLJ20360), mRNA. 
/FEA=mRNA /GEN=FLJ20360 
/PROD=hypothetical protein 
FLJ20360 /DB_XREF=gi:8923334 
/UG=Hs.26434 hypothetical 
protein FLJ20360 
/FL=gb:BC001.759.1 
gb:NM_01 7782.1 


NM_017782 




NP_060252 


218366_x_at 


0.018023 


gb:NM^022734.1 /DEF=Homo 
sapiens hypothetical protein^ 
FLJ20859 (FLJ20859), mRNA. 
/FEA=mRNA /GEN=FLJ20859 
/PROD=hypothetical protein 
FLJ2G859 

/DB_XREF=gi: 12232388 
/UG=Hs.6311 hypothetical protein 
FLJ20859 /FL=gb:NM_022734.1 


NM_022734 




NP_073571 
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G ne 
Id ntifier 


p-value 


Oescriptjon 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


P'rotein 

Accession 

No. 


218422^s_at 


0.034721 


gb:NM_022118.1 7DEF=Homo 
sapiens cutaneous T-cell 
lymphoma tumor antigen se70-2 
(SE70-2), mRNA. /FEA^mRNA 
/GEN=SE70-2 /PROD=cutan60us 
T-cell lymphoma tumor antigen 
se70.2 /DB_XREF=gi: 11 545836 
/UG=Hs.39140 cutaneous T-cell 
lymphoma tumor antigen se70'2 
/FL=gb:AF273052.1 
gb:NM_022118.,1 gb:BOG00791.1 


NM_022118 




NP_071401 


21$428_s>t 


0.046749 


gb:NM_0163l6.1 7DEF=Hpmo 
sapiens REV1 (yeast homplog)- 
like (REV1L), mRNA. 
/FEA=mRNA /GEN=REV1L • 
/PR0D=REV1 (yeast homolog)- 
like /DB_XREF=gi:7706680 
/UG=Hs. 1 1 0347 REV1 (yeast 
homolog)- like 
/FL=gb;AB047646.1 
gb:AF151538.1 gb:AF206019.1 
g'b:NM 016316.1 


NM_016316. 




NP^057400 


218456_at 

./ 


0.018023 


gb:NM_023925.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ22569 (FLJ22569), mRNA. 
/FEA=mRNA /GEN=FLJ22569 
/PROD=hypothetical protein 
FLJ22569 J 
/pB_XREF=gi:12965192 
/UG=Hs.234355 hypothetical 
protein FLJ22569 
/FL=gb:NM_023925.1 


NM_023925 




NP_1 15532 


218517_at 


0;034721 


gb:NM_024900.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ22479 (FLJ22479), mRNA. 
/FEA=mRNA /GEN=FLJ22479 
/PROD-hypothetical protein 
FLJ22479 

/DB_XREF=gi: 1 3376356 
/yG=Hs.238246 hypothetical 
protein FLJ22479 
/FL=gb:NM_024900.1 


NM_024900 




NP_079176 
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Gene 
Identifier 


p-value 


Description ' . . 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218518_at ^ 


0,034721 


gb:NM_01 6603.1 /DEF=Homo 
sapiens GAP-like protein 
(LOC51306), mRNA. 
/FEA=mRNA /GEN=LOC51306 
/PROD=GAP-like protein 
/DB_XREF=gi;7706136 
/UG=Hs.82035 potential nuclear 
protein C50RF5; GAP-like 
protein /FL=gb:AF251 038.1 
gb:AF157316.1 gb:NM_01.6603.1 


NM^016603 




NP_057687 


218521_s_at 


0.046749 


gb;NIV1_01 8299.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ11011 (FLJ11011), mRNA. 
/FEA=mRNA /GEN=FLJ11011 
/PROD-hypothetical protein 
FLJ11011 /DB_XREF=gi:8922821 
/UG=Hs.21275 hypothetical 
protein FLJ11011 
/FL=gb:NM_018299.1 


NM_018299 




NP^060769 


218526_s_at 


0.026013 


gb:NM_0l4l65.1 /DEF=Hom6 
sapiens HSPC165 protein 
(HSPC165), mRNA. /FEA=mRNA 
/GEN=HSPC165 
/PROD=HSPC165 protein 
/DB_XREF=gi:7661825 
/UG=Hs.13605 HSPC165 protein 
/FL=gb:AF161514.1 
gb:AF151070,1 gb:NM_014185.1 
gb:NM_016492.1 gb:AF168714.1 
gb:AF265206.1 


NM_014185 




NP_057576 


218530_at 


0.019657 


gb:NM_01 3241.1 /DEF=Homo 
sapiens FH1FH2 domain- 
containing protein (FHOS), 
mRNA. /FEA=mRNA 
/GEN=FHOS /PR0D=FH1FH2 
domain-containing protein 
/DB XREF=gi:7019374 
/UG;=Hs.95231 FH1FH2 domain- 
containing protein 
/FL=gb.AF1 1361 5.1 
gb:NM_013241.1 


NM_013241 




NP^037373 
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Gene 
identifier 


p-value ' 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218533_s_,at 


0.045316 


gb:NI\/l_017859.1 /DEl==Homo 
sapiens hypothetical protein 
FLJ20517 (FLJ20517), mRNA. 
/FEA=mRNA /GEN=FU20517 
/PROD=hypothetical protein 
FLJ20517 /DB_XREF=gi:8923486 
/UG=Hs.39850 hypothetical 
protein FLJ20517 
/FL=gb:NiV!_017859.1 


NM^017859 




NP^060329 


218536^at 


0.034721 


Consensus includes 
gb:AF052167.1 /DEF=Homo 
sapiens clone 24749 and 24750 
mRNA sequences. /FEA=mRNA 
/DB_XREF=gi:3360478 
/UG=Hs.30057 transporter similar 
to yeast MRS2 
/FL=gb:NM_020662.1 
gb:AF288288.1 


AF052167 




NP_065713 


218543^s_at 


0.046749 


gb:NM_022750:i /DEF=Homo 
sapiens hypothetical protein 
FLJ22693 (FLJ22693), mRNA. 
/FEA=mRNA /GEN=FLJ22693 
/PROD^hypothetical protein 
FLJ22693 

/DB_XREF=gi:12232412 
/UG=Hs. 12646 hypothetical 
protein FLJ22693 
/FL=gb:AL1 36766.1 

gb:NM_022750.1 


NM^022750 




NP_073587 


218553^s_at 


0.027239 


gb:NM_024076.1 /DEF=Homo 
sapiens hypothetical protein 
!\/IGC2628 (MGC2628), mRNA. 
/FEA=mRNA /GEN=MGC2628 
/PROD=hypothetical protein 
l\/iGC2628 

/DB_XREF=gi: 131 29063 
/UG=Hs.171637 hypothetical 
protein MGC2628 
/FL=gb:BC001 185.1 
gb:NM 024076.1 


NM_024076 




NP_076981 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218555_at 

r 


0.027792 


gb:NM_01 3366.2 /DEF^Homo 
saj?iens ahaphase-promdting 
complex subunit 2 (APC2), 
mRNA. /FEA=mRNA 
/GEN=APC2 /PROD=anaphase. 
promoting complex 2 
yDB_XREF=gi;7549800 
/UG=Hs.23076 anaphase- 
promoting complex subunit 2 
/FL=gb:AF1 91 337.1 
gb:NM 013366.2 


NM_013366 




NP_037498 


218607_s_at 


0.034721 


gb:NM_018115.1 /DEF=Homo , 
sapiens tiypothetical protein 
FLJ10498 (FU10498). mRNA. 
/FEA=mRNA /GEN=FLJ10498 
/PROD=hypothetical protein 
FLJ 10498 /DB_XREF=gi:8922466 
/UG=Hs, 109045 hypothetiqal 
protein FLJ 10498 
/FL=gb;NM_018115,1 


NIVI_^pl8115 




NP_060585 


218652_s_at 


0.034721 


gb;NM_01 7733.1 /DEF=Homb 
sapiens hypottietical protein 
FLJ20265 (FLJ20265), mRNA. 
/FEA=mRNA /GEN=FLJ20265 
/PROD=hypothetical protein 
FLJ20265 /pB_XREF=gi:8923239 
/UG=Hs.7099 hypothetical protein 
FLJ20265 /FL=gb:BC001 249.1 
gb:BC000937.2 gb:NM_017733.1 


NM^017733 

\ 




NP_060203 


218666^s_at 


0.022752 


gb:NM_0179t9.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20651 (FLJ26651), mRNAT 
/FEA=mRNA /GEN=FLJ20.651 
/PROD=hypothetical protein 
FU20651 /DB_XREF=gi:8923603 
/UG=Hs.200332 hypothetical 
protein FLJ20651 ' 
/FL=gb:NM^017919.1 


NM_dl7919 




NP_060389 


218699_at 


0.034721 


RAB7, member RAS oncogene 
family-like 1 


BG338251 


Hs. 11 5325 


NP_003920 
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Gene 
Identifier 


P'Value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2187i5_at 


0.046749 


gb:NM_01 8428.1 /pEF=Homo 


NM_018428 




NP;^060898 


sapiens hepatocellular carcihoma- 
asspciated antigen 66 (HCA66), 
mRNA. /FEA=mRNA 
/GEN=HCA66 

/PROD=hepatocellular carcinoma- 
associated antigen 66. 
/DB_XREF=gi:8923721 
/UG=Hs.3p670 hepatocellular 
carcinoma-associated antigen 66 
/FL=9b:AF244135.1 
gb:AF1 16631.1 gb:NM_01 8428.1 








218729^at 


0.026013 


gb:NM_020169.1 /DEF=Homo 
sapiens ;latexin protein (LXN), 
mRNA. '/FEA=mRNA /GEN=LXN 
/PROD=latexin protein 
/DB_XREF=gi:9910395 
/UG=Hs. 109276 latexin protein 
/FL=gb:BC005346.1 
gb:AF282626,1 gb:NM_020169.i 


NM^020169 




NP_064554 


218735 s at 


0.034721 


zinc finger protein 


AA349848 


Hs.388482 


NP 055295 


218750_at 


0.025284 


gb:NM_024116.1 /DEF=Homo 
sapiens hypotlietical protein 
MGC5306 (MGC5306), mRNA. 
/FEA=mRNA /GEN=MGC5306 
/PROD=hypothetical protein 
MGC5306 

/DB_XREF=gi:13129135 
/UG=Hs.301732 hypothetical 
protein MGC5306 
/FL=gb:AF275800.1 
gb:NM 024116.1 


NM_024116 




NP_077021 


2l8805_at 


0.046749 


gb:NM_01 8384.1 /DEF=Hpmo 
sapiens hypothetical protein 
FLJ11296 (FLJ11296). mRNA. 
/FtA^mRNA /GcN-rLJ1129D 
/PROP=hypothetical protein 
FLJ11296 /DB_XREF=gi:8922984 
/UG==Hs.261 94 hypothetical 
protein FLJ 11296 
/FL=gb:NM_01 8384.1 


NM_018384 




NP_060854 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 
Accession 

No/ 


Protein . 

Accession 

No. 


218817_at 


0,025284 


gb:NM_021928.1 /DEF^=HGmo . 
sapiens hypothetical protein 
FLJ22649 similar to signal 
peptidase SPC2223 (FLJ22649), 
mRNA. /FEA=mRNA 
/GEN=FLJ22649 
/PROP=liyppthetical protein 
FLJ22649 similar to 
signalpeptidase SPC2223 
/DB_XREF=gi: 11345461 
/UG=Hs.42194 hypothetical 
protein FLJ22649 similar to 
signal peptidase SPC2223 ' 
/FL=gb:NM_021928.1 
gb:AL1 36660.1 


NM_021928 




NP_068747 


218819_at . 


0.018023 


gb:NM_0l2141.i /DEF=Homo , 
sapiens deleted in cancer 1; 
RNA helicase HDBDICE1 
(DDX26). mRNA. /FEA=mRNA 
/GEN-DDX26 /PROP=DEADH 
(Asp-Glu-Ala-AspHis) box 
polypeptide 26 
/DB_XREF=gi: 11024693 
/UG=Hs.58570 deleted in cancer 
1; RNA helicase HDBDICE1 
/FL=gb:NM_012141.1 
gb:AF097645.1 


NM_012141 




NP1036273 


218877_s_at 


0.018222 


gb:NM_021 820.1 /DEF=Homo 
sapiens MDS024 protein 
(MDS024), mRNA. /FEA=mRNA 
/GEN=MDS024 /PROD=!ViDS024 
protein /pB_XREF=;gi:1 1141892 
/UG=Hs.286122 l\/IDS024 protein 
/FL=gb:AF 182423.1 
gb:NM_021820.1 


NM_021820 




NP_068592 


218924_s_at 


0.034721 


gb:NM_004388.1 /DEF=Homo 
sapiens chitobiase, d|-N-acetyl- 
(CTBS), mRNA. /FEA=mRNA 
/GEN=CTBS /PROD=chitobiase, 
dj-N-acetyl- 

/DB_XREF=g 1:4758091 
/UG=Hs. 135578 chitobiase, di-N- 
acetyl- /FL=gb:M95767.1 
gb.NM 004388.1 


NM_004388 




NP_004379 
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Gene 
Identifier 


p-value 


Description 


Gen 

Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


218927_s_at 


0.018222 


gb:NM_01 8641.1 /DEF=Hpmo 
sapiens chonSroitin 4-0- 
sulfdtransferase 2 (C4S-2), 
mRNA. /FEA=mRNA /GEN=G4Sv 
2 /PROP=chondroitin 4-0- 
sulfotransferase 2 
/DB_XREF=gi:8922111 
/UG=Hs.25204 chondroitin 4-0- , 
sulfotransferase 2 
/FL=gb:BC002918.1 
gb:NM_01 8641.1 gb:AF239822.1 


NM^018641 




NP_061111 


218963_s_at 


0.049425 


gb:NM_015515.1 7DEF=Homo 
sapiens DKFZP434G032 protiein 
(DKFZP434G032), mRNA. 
/FEA=mRNA 
/GEN=DKFZP434G032 
/PROD.-DKFZP434G032 protein 
/DB^XREF=gi:7661573 
/UG=Hs.9029 DKFZP434G032 
protein /Fl^=gb:AF1 02848.1 
gb:NM_015515.1 


NM^015515 




NP_775320 


218982_s_at 


0.046749 


gb;NM_01 5969.1 /DEF=Homo 
sapiens hiypothetical protein 
(HSPC01 1), mRNA. /FEA=mRNA 
/GEN=HSPC011 
/PROD=hypothetical protein 
/DB_XREF=gi:7705424 
/UG-Hs.44298 hypothetical 
protein /FL=gb:AF077035.1 
gb.NIVI_01 5969.1 


NM_015969 


1 


NP_057053 


218986_s_at 


0.046749 


gb:NIVI_01 7631.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20035 (FLJ20035), mRNA. 
/FEA=mRNA /GEN=FLJ20035 
/PROD=hypothetical protein 
FLJ20035 /DB_XREF=gi:8923037 
/lJG=Hs. 109309 hypothetical 
protein FLJ20035 
/FL=gb:NIVI_^01 7631.1 


NM_017631 




NP_060101 
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Gene 
Identifi r 


p-vaiue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219002^81 


0.038017 


gb:NM_024622.1 7DEF=Homo 
siapiens hypothetical protein 
FLJ21901 (FU21901), mRNA. 
/FEA=mRNA /GEN=FLJ21901 
/PROD=hypothetical protein 
FLJ21901 

/DB_XREF=gi: 13375843 
/UG=Hs.32646 hypothetical 
protein FLJ21901 
/FL=gb:NM_024622.1 


NM_024622 




NP_078898 


219045^at 


0.018222 


gb:NI\/l_01 9034.1 /DEF=HomG 
sapiens hypothetical protein 
(RIF), mRNA. /FEA=mRNA 
/GEN=RIF /PROD=hypothetical 
protein /DB_XREF=gi:9506666 
/UG=Hs.96593 hypothetical 
protein /FL=gb;AF239923.1 
gb:NM_01 9034.1 


NM_019034 




NP_061907 


2i9d81^at 


0.046749 


gb;NM_024668.1 /DEF=Homo 
sapiens hypothetical protein 
FU20288 (FLJ20288), mRNA. 
/FEA=mRNA /GEN=FLJ20288 
/PROD=hypothetical protein 
FU11979 

/DB_XREF=gi: 13386461 
/UG=Hs.84045 iiypothetlcal 
protein FLJ20288 
/FL=gb:BC004457.1 
gb:NM_024668.1 


NM_024668 




NP_078944 


219117>_at 


0.034721 

I. 


gb:NM_0l6594.1 /DEF=Homb 
sapiens FK506 binding protein 
precursor (LOC51303), mRNA. 
/FEA=mRNA /GEN=LOC51303 
/PROD=FK506 binding protein' 
precursor /DB_XREF=9i;77P6130 
/UG=Hs.24048 FK506 binding 
protein precursor 
/FL=gb:AF238079.1 
gb:NM_01 6594.1 • ■ 


NM^016594 




NP_057678 
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Gene 
Identifier 


p^valu 


Description ' 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219118_at 


0.018023 


gb:NM_016594.1 /DEF=Homo 
sapiens FK566 binding protein 
precursor {LOC51303), mRNA. 
/FEA=mRNA /GEN=LOC51303 
/PROD=FK506 binding protein 
precursor /DB_XREF=gi:7706130 
/UG=Hs.24048 FK506 binding 
protein precursor 
/FL=gb:AF238079.1 
gb:NI\/l_016594.1 


NM_016594 




NP_057678 


2l9186^at 


0034721 


gb:NI\/l_020224.1 /DEF=Hpmo 
sapiens tiypothetical protein' 
DKF2p5470146 
(PKFZp5470146), mRNA. 
/FEA^mRNA 
/GEN=DKFZp5470146 
/PROD=iiypothetical protein 
DKFZp5470146 
/DB_XREF=gi:9910203 
/UG=Hs.91246 tiypothetica! 
protein DKFZp5470146 
/FL=gb:NIVI_020224.1 


Nl\/|_020224 




NP_064609 


219198_at 


0.018693 


gb:NIW_012204.1 /DEF=Homo 
sapiens general transcription 
factor IIIC, polypeptide 4 {90kD) 
(GTF3C4), mRNA. /FEA=mRNA 
/GEN=GTF3C4 /PROD=general 
transcription factor IIIC, 
polypeptide *4(90kD) 
/DB_XREF=gi;6912399 
/UG=Hs.22302 general 
transcription factor IIIC, 
polypeptide 4 (90kD) 
/FL=gb:AF142328.1 
gb:NM_01 2204.1 


NM_012204 




NP_036336 


219235_s_at 


0.046651 


gb:NI\/!_G23923.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ13171 (FLJ13171), mRNA. 
/FEA=mRNA /GEN=FLJ13171 
/PROP^hypothetical protein 
FLJ13171 

/DB_XREF=gi: 129651 88 
/UG=Hs.225641 hypothetical . 
protein FLJ13171 
/FL=gb:AF 13008 1.1 
gb;NM_023923.1 


NM_023923 




NP_076412 
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Gene 
Identifi r 


p-value 


Description 


Gene 

Acc ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219282_s^at 


0.025284 


gb:NM_01 5930.1. /DEF=Homo 
sapiens vanilloid receptor-like 
protein 1 (VRL-1), mRNA. 
/FEA=mRNA /GEN=VRL-1 
/PROD=vaniiloicl receptor-like 
protein 1 /DB_XREF=gi:7706764 
/UG=Hs.279746 vanilloid receptor 
like protein 1 /FL=gb:AF129112.1 
gb:NM_0i5930.1 


NM_015930 






2T9290_x_at 


0.046749 


gb:NM_0i439,5.1 /DEF=Homo 
sapiens dual adaptor of 
phosphotyrosine and 3r 
phosphoinositides (DAPPij, 
mRNA. /FEA=nnRNA 
/GEN=DAPP1 /PROD=duai: 
adaptor of phosphotyrosine and3T 
phosphoinositides 
/DB_XREF=gi;76570P6 
/UG=Hs.62643 dual adaptor of 
phosphotyrosine and 3- 
phosphoinositides 
/FL=gb:AF1 86022.1 
gb:NM 014395.1 


N(yi_014395 




NP_055210 


219303_at 


0.034721 


gb:NM_024546.1 /DEF=Homo 
sapiens hypothetical protein 
FU13449 (FLJ13449). mRNA. 
/FEA=mRNA 7GEN=FLJ13449 
/PROD=hypothetical protein 
FLJ13449 , 
/DB_XREF=gi: 13375708 ' 
/UG=Hs.ip711 hypothetical 
protein FU 13449 . 
/FL=gb:AL136651.1 ' 
gb:NM_024546.1 


NM_024546 




NP_076822 


2i9304_s_at 


0.018023 


gb:NM_025208.1 /DEF=Homo 
sapiens spinal cord-derived 
growth factor-B (SCDGF-B), 
mRNA. /FEA=mRNA 
/GEN=SCPGF-B /PROD.=spinal 
cord-derived growth factor-B 
/DB_XREF=gi: 13376807 
/UG=Hs.1 12885 spinal cord- 
derived growrth factor-B 
/FL=gb;AB033832.1 
gb:AF1 13216.1 gb:NM_025208.1 
gb:AY027517.1 


NM_025208 




NP_149126 



J 
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G ne 
Identifier 


p^value 


description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219334^s_at: 


0.034721 


gb:Ni\/L022837.1 7DEF=HomQ 
sapiens hypothetical protein 
FLJ22833 (FLJ22833). iTiRNA. 
/FEA=mRNA /GEN=FLJ22833 . 
/PROD=hypothetical protein 
FLJ22833 

/DB_XREF=gi: 12383083 
/UG=Hs.118183 hypothetical 
protein FLJ22833 
/FL=gb;NM_022837.1 


NM_022837 




NP_073748 


219351^at 


0.018023 


gb:NM_014563.1 pEF=Homo 
sapiens spondyloepiphyseal 
dysplasia, late (SEDL), mRNA. 
/FEA^mRNA /GEN=SEDL 
/PROD?=spondyloepiphyseal 
dysplasia, late 
/DB_XREF=gi:7657547 
/UG=Hs. 174038 
spondyloepiphyseal dysplasia, 
late /FL=gb:NM 014563.1 


NM_^014563 




NP_055378 


219386_s_at 


0.041795 


gb:NM_020125.1 /DEF=Homo 
sapiens BCM-like membrane 
protein precursor (SBBI42), 
mRNA. /FEA=mRNA 
/GEN=SBBI42 /PROD=BCM^Iike 
membrane protein precursor 
/DB_XREF^gi:9910341 
/UG=Hs.20450 BCM-like 
membrane protein precursor 
/FL=gb:AF144235.1 
gb;NM_01 4036.1 gb;AF146761.1 
gb:NM 020125 1 


NM_020125 


- 


NP_064510 


2l9399:^at 


0.018222 


gb.NM_018362.1 /DEF=Homo 
sapiens likely ortholog of mouse 
LIN-7C,; mammalian LIN-7 
protein 3 (LIN-7-C), mRNA. 
/FEA=mRNA /GEN=LIN-7-C 
/PR0D=LIN-7 protein 3 
/pB_XREF=gi:8922943 
/UG=Hs.306206' LIN-7 protein 3 
/FL=gb:NM_018362.1 


NM_018362 




NP_060832 
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p^vaiue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219541_at 


0.038535 


gb:NM_017806.1 /pEF=Homo 
sapiens 'hypothetical protein 
FLJ20406 (FLJ20406), mRNA. 
/FEA=mRNA /GEN=FLJ20406 
/PR0D=hyp6thetical protein 
FLJ20406 /DB_XREF=gi:8923377 
/UG=Hs. 149227 hypotheticai 
protein FI-J20406 
/FL=gb:NM_01 7806.1 


NM_017806 




NP_060276 


219574_at 


0.034721 


gb:NIVI_0i7923.1 /DEF=Hdmo 
sapiens hypothetical protein 
FLJ20668 (FLJ20668), mRNA. 
/FEA=mRNA /GEN=FLJ20668 
/PROD=hypothetical protein 
FLJ20668 /DB_XREF=gi:8923612 
/UG=Hs. 12920 hypothetical 
protein FLJ20668 
/FL=gb:NM_01 7923.1 


NM;^017923 




NP_060393 


2i9582_at 


0-018023 


gb:NMl024576.1 /DEFi:Homd, 
sapiens hypothetical protein ' 
FLJ21079 {FLJ21079), mRNA. 
/FEA=mRNA /GEN=FLJ21079 
/PROD=hypothetical. protein 
FLJ21079 

/DB_XREF=gi: 13375751 
/UG=Hs.16512 hypothetical 
protein FLJ21079 
/FL=gb:NMi024576.1 


NMX024576 




NP_078852 


219599^at 

.'■ 


0.034721 


gb:NM_01 8507.1 /DEF=Homo 
sapiens hypothetical protein 
PR01843 (PR0iB43), mRNA. 
/FEA=mRNA /GEN=PR01843 
/PROD=hypothetical protein 
PR01843 /DB_XREF=gi:8924082 
/UG=Hs.28333b hypothetical , 
protein PR01843 . 
/FL=gb:AF1 19854.1 
gb:NM 018'507:1 


Nli/i_018507 




NP_060977 

• •: 
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Gene 
Identifier 


p-yalue 


D scription 


Gene 

Accession 
No. 


Unigene 
Acc ssion - 
No. 


Protein 

Accession 

No. 


21960.0_s_at 


0.046749 


gb:NM_006134.2 /DEF=Homo 
sapiens cKrombsome 21 open 
reading frame 4 (C210RF4). 
niRNA. /FEA=mRNA 
/GEN=C21,ORF4 
/PROb=chromosome 21 open 
reading frame 4 
/DB_XREF=gi:8659558 
/UG=Hs.284142 chromosome 21 
open reading frame 4 
/FL=9b:BC060569.1 
gb:AF045606.2 gb:NM 006134.2 


NM_006134 


- 


NP_006125 


219667_s_at 


0.036264 


gb:NM_01 7935.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20706 (FLJ20706), mRNA. 
/FEA=^mRNA /GEN=FLJ20706 
/PROD=hypothetical protein 
FLJ20706 /DB_XREF=gi:8923635 
/UG=Hs. 193736 hypothetical 
protein FLJ20706 
/FL=gb:NM^017935.1 


NIVI_017935 




NP_060405 


219669_at 


0.027239 


gb:NM_p20406.1 /DEF=Homo 
sapiens polycythemia rubra vera 
1; cell surface receptor (PRV1), 
mRNA. /FEA=mRNA 
/GEN=PRV1 

/PROD=polycythemia rubra vera 
1; cell surfacereceptor 
/DB_XREF=gi:9966888 
/UG-Hs.232165 polycythemia 
rubra veria 1; cell surface 
receptor /Fl,=gb:AF146747, 1 
gb:NM_020406."l 


Nl\/I_020406 




NP_065139 


219679_s_at 


0.026013 


gb:NM_01 8604.1 /PEF=Homo 
sapiens hypothetical protein 
PR01741 (PR01741), mRNA. 
/FEA=mRNA /GEN=PRp1741 
/PROD=hypothetical protein 
PR01741 /DB_XREF=gi:8924074 
/UG=Hs.306067 hypothetical 
protein PR01741 
/FL=gb:AF1 16666.1 
gb:NM_01 8604.1 


NM_018604 
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Gene 
Identifier 


p-value 


description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


219717^at 


0.049426 


gb:NI\/l_01 7741.1 /DEF=Homo . 
sapiens hypothetical proteih ' 
FLJ20280 (FLJ20280), mRNA. 
/FEA=mRNA /GEN=Fl,J20280 
/PROD=hypothetical protein 
FLJ20280 /DB_XREF=gi:8923256 
/UG=Hs.270134 hypothetical 
protein FLJ20280 
/FL=gb:Niyi_017741.1 


NM_017741 




NP_060211 


2i9757_s^at 

J 


0.036254 


gb:NM_017799.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20392 (FLJ20392). mRNA. 
/FEA-mRNA /GEN=FLJ20392 
/PROD=hypothetical protein 
FLJ20392 /DB_XREF=gl:8923365 
/UG=Hs.27047 hypothetical 
protein FLJ20392 
/FL=gb:NM_01 7799.1 


NIVI_017799 




NP_060269 


219802_at 


0.034721 


gb:NI\/l_024854.1 /DEF-Homo 
sapiens hypothetical protein 
FLJ22028 (FLJ22028), mRNA. 
/FEA=mRNA /GEN=FLJ22028 
/PROD=hypothetical protein 
FLJ22028 

/PB_XREF=gi: 1 3376278 
/UG=Hs. 192570 hypothetical 
protein FLJ22028 
/FL=gb:NM_024854.1 


t^M:^024854 




NP_079130 


219812_at 


0.018222 


gb:NM_024070.1 /DEF=Homo - 
sapiens hypothetical protein 
MGC2463 (MGC2463). mRNA. 
/FEA=mRNA /GEN=MGC2463 
/PROD=hypothetical protein 
MGC2463 

/DB_XREF=gi: 131 29051 
/UG=Hs.323634 hypothetical 
protein l\/IGC2463 
/FL=gb:BC001 129.1 
gb:NIVI 024070.1 


NM_024070 
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Gene 
identifier 


prvalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2l9878_s_at 


0;03018 


gb:NM_01 5995.1 /DEF=Homp 
sapiens Kruppel-like factor 13 
{KLF13), mRNA. /FEA^mRNA 
/GEN=KLF13 /PROD=Kruppel-like 
factor 13 /DB_XREF=gi:7706289 
/UG=Hs.7104 Kruppel-like factor 
13 /FL=gb:AF1 32599.1 
gb:AF1 50628.1 gb:NM_01 5995.1 


NM_015995 




NP_057079 


219941_at 


0.042466 


gb:NM_018279.1 /DEF=Homo 
sapiens hypotiietical protein 
FLJ10936 (FU 10936), mRNA. 
/FEA=mRNA /GEN=FLJ10936 
/PROD=hypothetical protein 
FLJ 10936 /DB_XREF=gi:8922782 
/UG=Hs.7337 hypothetical protein 
FLJ10936 /FL=gb:NM^018279.1 


NM_018279 


■ . ■■' 


NP_d60749 


219957^at " 


0.018023 


gb;NM_01 7987.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ10063 (FU10063), mRNA. 
/FEA=mRNA /GEN=FLJ 10063 
/PROD^hypothetical protein \ 
FLJ10063 /DB_XREF=gi:8922215 
/UG=Hs. 154091 hypothetical 
protein FLJ 10063 
/FL=gb:NM_01 7987.1 


NM_017987 




NP_060457 


219983_at 


0.021165 


gb:NM_020386.1 /DEF=Homb 
sapiens H-REV107 protein- 
related protein (LOC57110), 
mRNA. /FEA^mRNA 
/GEN=LOC57110 /PROD=H- 
REV107 protein-related protein 
/DB_XREF=gi:9966858 
/UG=Hs.36761 H-REV107 protein 
related protein 
/FL=9b:AB030816.1 
gb:NM^020386.1 


NIV1_020386 




NP_065119 
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Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


2i9988_^s_at 


0.018023 


gb:NM_018150.1 /DEF=Homo 
sapiens hypotheticar prbteih 
FLJ10597 (FLJ10597), mRNA. 
/FEA=mRNA /GEN=FLJ 10597 
/PROP^hypothetical protein 
FLJ10597 /DB_XREF=gi:8922541 
/UG=Hs. 90375 hypothetical 
protein FL J 10597 
/FL=gb:NIVI_018150.1 . . 


NIVi_01815O 




NP_06p.620 


220036_s_at 


0.049425 


gb:NM_0181 13.1 /DEF=Homo 
sapiens hypothetical protein 
FU10494 (FLJ10494), mRNA. 
/FEA=mRNA /GEN=FLJ 10494 
/PROD=hypothetical protein 
FLJ10494 /DB_XREF=gi:8922462 
/UG=Hs.272838 hypothetical 
protein FLJ10494 
/FL=gb:NM_018113.1 


Nl\/I^018113 




NP_06p583 


220048_at 


0.018222 


gb:NM_022336.1 /DEF?=Homo 
sapiens ectodysplasin 1, 
anhidrotic receptor (EDAR), 
mRNA. /FEA=mRNA 
/GEN=EDAR 
/PROP=ectodysplasin 1, 
anhidrotic receptpr 
/DB_XREF=gi:1 1641230 
/UC3=Hs.58346 ectodysplasin 1 , 
anhidrotic receptor 
/FL=gb:NM_022336.1 
gb:AF 130988.1 


NM_022,336 




NP_071731 


220081_x_at 


0.049425 


gb:NM_016371.1 /DEF=Homp 
sapiens hydroxysteroid (l7-beta) 
dehydrogenase 7 (HSD17B7), 
mRNA../FEA=mRNA 
/GEN=HSD17B7 
/PROD=hydroxysteroid (17rbeta) 
dehydrogenase 7 
/DB_XREF=gi:7705420 
/UG=Hs. 187579 hydroxysteroid 
(17-beta) dehydrogenase 7 
/FL=gb:AF098786.2 . 
gb:NM_016371.1 


NM^016371 




Nf*:^057455 



f 
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Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


220l87_at 


0.034721 


gb:NM_024636. 1 /DEf^^Homp 
sapiens hypothetical protein ■ ' 
FLJ23153 (FLJ23153), mRNA. 
/FEA=mRNA /GEN=FLJ23153 , 
/PROD^hypothetical protein 
FLJ23153 

/DB_XREF=gi: 13375867 
/UG=Hs.44208 hypothetical 
protein FLJ23153 
/FL=gb:NM^024636.1 


NM^024636 




NP^078912 


22p307_at 


0,028893 


gb:NM_016382;i 7DEF=Homo 
sapiens natural i<iller cell 
receptor 2B4 (CD244), mRNA. 
/FEA=mRNA /GEN=CP244 
/PROD=natural killer cell 
receptor 2B4 
/DB_XREF=gi:7706528 
/UG=Hs.1 57872 natural killer cell 
receptor 284 /FL=gb:AF242540. 1 
gb:AF1 05261.1 gb:AF1 45782.1 
gb;AF107761.2 gb:AF117711.1 
gb:NM_016382.1 


NM_016382 


( ~ ■ . ■ ' . 


NP^057466 


220336^s_at 


0.023856 


gb:AB043821.1 /DEF=Homo v 
sapiens GPVI mRNA for platelet 
glycoprotein VI-3, complete cds. 
/FEA=mRNA /GEN^GPVi 
/PROD=platelet glycoprotein VI-3 
/DB^XREF=gi:9955913 
/UG=Hs;272216 glycoprotein VI 
(platelet) /FL=gb:AB035073.1 ' 
gb:NM_016363.1 gb:AB043819.1 
gb:AB043821.1 


AB043821 


J 


NP_057447 


220342_x_at 


0,018222 


gb:NM_017992.1 /PEF=Homo 
sapiens hypothetical protein 
FLJ10083 (FLJ10083), mRNA. 
/FEA=mRNA /GEN-FLJ 10083 
/PROD-hyppthetical protein 
FU 10083 /DB_XREF=gi:8922223 
/UG=Hs.279951 hypothetical 
protein FLJ 10083 
/FL=gb:NM_01 7992.1 


NM_p17992 
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Gene 
Identifi r 


p-value 


Descriptlpn 


Gene 

Accession 

No. 


Unig ne 
Acc ssion 
No. 


Protein 

Accession 

No. 


220547_s_at 


0.025284 


gb:NM_01 9054.1 /DEF=Homo 
sapiens liypotheticai protein '[ 
IVIGC5560 (MGC5560), mRNA. 
/FEA=mRNA /GEN=!VIGC5560 , 
/PROD=hyppthetical protein 
IViGC5560 

/DB_XREF=gi: 12963480 
/UG=Hs.233150 hypothetical 
protein l\/iGC5560 
/FL=gb:NI\/l 019054.1 


NM_d19054 




NP_061927 


220580_at 


0.034721 


gb:NM_025044,1 /DEF=Homo 
sapiens hypothetical protein 
FLJ22476 (FLJ22476), mRNA. 
/FEA=mRNA /GEN=FLJ22476 
/PROd=hypothetical protein 
FLJ22476 

/pB_XREF=gi: 13376569 , 
/UG=5Hs.287696 hypothetical 
protein FLJ22476 
/FL=gb:NM_p25044.1 


NM_025044 


— 

■ - - ' 


NP_079320 


220607_x_at 


0:034721 


gb:NM_01 6397. 1 /DEF=Homo 
sapiens TH1 drosophila homolog 
(HSPC130), mRNA. /FEA=mRNA 
/GEN=HSPC130 /PR0D=TH1 
drosophila homolog 
/DB_XREF=gi:7705462 
/UG=Hs.5184. TH1 drosophila 
homolog /FL=gb:AF161479.1 
gb:NM_016397.1 


NM_016397 




NP_057481 


22q646_s_at. 


0.026013 


gb.NIVI_016523.1 /DEF^Homo 
sapiens killer cell lectin-like 
receptor F1 (KLRF1). mRNA. 
/FEA=mRNA /GEN=KLRF1 
/PROD=killer cell lectin-like 
receptor F1 
/DB_XREF=9i:7705573 
/UG=Hs 183125 killer cell lectin- 
like receptor F1 
/FL-gb:AF1 75206.1 
gb:NM_01 6523.1 


NM_016523 




NP_057607 


220684_at 


0.025284 


gb:NM_013351.1 /DEF=Homo 
sapiens T-box 21 (TBX21), 
mRNA. /FEA=mRNA 
/GEN=TBX21 /PROD=T-box 21 
/DB_XREF=gi:7019548 
/UG=Hs.272409 T-box 21 
/FL=gb:AF093098.1 
gb:NM 013351.1 gb;AF241243.2 


NM^013351 




NP_037483 
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CSene 
Identifier 


p-va|ue 


Description 


Gene 

Accession 
No. 


Unigene ' 

Accession 

No. 


Protein 

Accession 

No. 


220704_at 


0.046749 


gb:NM_018563.1 /DEF=Homo 
sapiens hypothetical protein 
PRO0758 (PRO0758), mRNA. 
/FEA=mRNA /GEN=PRO0758 
/PROD=hypothetical protein 
PRO0758 /DB_XREF=gi:8923974 
/UG=Hs.283708 hypothetical 
protein PRO0758 
/FL=gb:AF1 16605.1 
gb:NM_01 8563,1 


NM_018563 




NP_006051 


220740^s_at 


0.034721 


gb:NM_005l35.1 /pEF=Honl6 
sapiens solute carrier family 12 
(potassiumchloride transporters), 
member 6 (SLC12A6), mRNA. 
/FEA=mRNA /GEN=SLei2A6 
/PROD=solute carrier family 12 
(potassiumchlohdetransporters), 
member 6 

/DB_XREF=gi:4826779 
/UG-Hs.4876 solute carrier 
family 12 (potassiumchloride 
transporters), member 6 
/FL=gb:AF108831,1 
gb:NM_065135.1 


NM305135 




NP_005i26 


220753_s_at 


0.048741 


gb:NM_01 5974.1 /pEF=Homo 
sapiens lambda-crystallin 
(LOC51084), mRNA. 
/FEA=mRNA /GEN=LQC51084 
/PROD=lambda-crystallin 
/DB_XREF=gi:7705743 
/UG=Hs. 108896 lambda-crystallin 
/FL=gb:AF077049.1 
gb:NM_01 5974.1 . 


NM 015974 




NP^p57058 


220791_x_at 


0.018023 


gb:NM_014139.1 /DEF=Homo 
sapiens sodium channel, voltage- 
gated, type XII, alpha 
polypeptide (SGN12A), mRNA. 
/FEA=mRNA /GEN=SCN12A 
/PROD=sodium channel, voltage- 
gated, type XII, alphapolypeptide 
/DB_XREF=gi:7657541 
/UG=Hs. 186877 sodium channel, 
voltage-gated, type XII, alpha 
polypeptide /FL=gb:AF1 09737.1 
gb:NM 014139.1 


NM_014139 




NP_054858 
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Gene 
Identifier 


p-vaiue 


Description 


Gene 

Accession 
No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


22p905l,at 


0.038535 


gb:NM_025007,1 /DEF=Homo 
sapiens hypothetical protein 
FU13501 (FLJ13501),. mRNA. 
/FEA=mRNA /GEN=FLJ13501 
/PROD=hypothetical protein 
FLJ13501 

/DB_XREF=gi: 13376524 
/UG=Hs,287576 hypothetical 
protein FLJ13501 
/FL=gb:NM_025007.1 


NM_025007 






22091 8_,at 


0.026842 


gb:NM_025143:i /DEF=Homo 
sapiens hypothetical protein 
FLJ20856 (FLJ20856), mRNA. 
/FEA=tTrRNA /GEN=FLJ20856 
/PROD=hypothetlcal protein 
FLJ20856 

/DB_XREF=gi: 13376728 
/UG=Hs.288916 hypothetical 
protein FLJ20856 
/FL^b:NM_p25143.1 


NM_025143 




NP_079419 


220925_at 


0.018023 


gb:NM_02 1929.1 /DEF=?Homo 
sapiens hypothetical protein 
FLJ21613 similar to rat corneal 
wound healing related protein 
(FLJ21613), mRNA. /FEA=mRNA 
/GEN=FLJ21613 . , 
/PROD-hypothetical protein 
FLJ21613 similar to ratcorneal 
wound healing related protein 
/DB_XREF=gi:1 1 345463 
/UG=Hs.300952 hypothetical 
protein FLJ21613 similar to rat 
corneal wound healing related 
protein /FL=gb:NM_021929.1 


NM_021929 




NP^068748 


220940_at 


0.025284 


gb:NM_025190.1 /DEF=Homo 
sapiens KIAA1641 protein 
(KIAA1641), mRNA. /FEA^mRNA 
/GEN=KIAA1641 
/PROD=hypothetical protein 
FLJ21281 

/DB_XREF=gi. 13449272 
/UG^Hs.44566 KIAA1641 protein 
/FL=gb:NIVI_025190.1 


NM_025190 




NP_079466 
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Gene 
Id ntifier 


P'Value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


22p941_s_at 


0.034721 


gb:NM_Ol 7447.1 /DEF=Hpmo 
sapiens hy pbihetical protein 
LOC54149 (YG81), mRNA. 
/FEA=mRNA /GEN=YG81 
/PROD=hypothetical protein 
LOC54149 

/DB_XREF=gi:8394546 
/UG=Hs.49391 hypothetical 
protein LOC54149 
/FL=gb:NM 017447.1 


NM317447 




NP^059143 


220942_x^at 


0.034721 


gb:NM_014367.1 /DEF=Homo 
sapiens hypothetical protein, 
estradioUinduced (E2IG5), 
mRNA. /FEA=mRNA 
/GEN=E2IG5 /PROp=hypothetical 
protein, estradiol-induced 
/DB_XREF=gi:7657049 
/UG=Hs.5243 hypothetical 
protein, estradiol-induced 
/FL=gb:AF1 91 020.1 
gb:NI\/l_014367.1 


NM_014367 




NP^055182 


220966_,x_at 


0.026842 


gb: NM_030978. 1 /DEF=Homo 
sapiens hypothetical protein 
similar to actin related protein 
23 complex, subunit 5 
(MGC3038), mRNA. /FEA=mRNA 
/GEN=MGC3038 
/PROD=hypothetical protein 
similar to actin relatedprotein 23 
complex, subunit 5 
/DB_XREF=gi: 13569955 
/FL=gb;NM_030978.1 


NM_030978 




NPJ 12240 


220969_s_at 


0;042057 


gb:NM_030892.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ11786 {FLJ11786), mRNA. 
/FEA=mRNA /GEN=FLJ11786 
/PROD=hypothetical protein 
FLJ11786 

/DB_XREF=gi: 13569855 
/FL==gb:NM 030892.1 


NM_030892 


- ■ 




221027_s^at 


0.046749 


gb:NM_03d821.1 /DEF=Homo 
sapiens group XII secreted 
phosphoiipase A2 (PLA2G12), 
mRNA. /FEA=mRNA 
/GEN=PLA2G12 /PROD=group 
XII secreted phosphoiipase A2 
/PB_XREF=;gi: 1354061 9 
/FL=c|b:NM 03082171 ' 


NM_030821 




NPJ 10448 
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Gene 
Identifier 


p-value 


pescriptibn 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


221080_s_at 


0.034721 


gb:NM_024898.1 /DEF^Hpmo 
sapiens" hypdtheticiar pj-btein 
FLJ22757 (FLJ22757), mRNA. 
/FEA=nnRNA /GEN=Fi.J22757 
/PROP=hypothetical protein 
FLJ22757. 

/DB_XREF=gi: 13376352 
/UG=Hs.236449 liypotlietical 
protein FLJ22757 
/FL=gb:NI\fl 024898.1 


NM_024898 




NP_079174 


221090_s^at' 


0.018023 


gb:NI\(1l01 8233.1 /DEF=Honio 
sapiens hypothetical protein 
FLJ10826 (FLJ10826), mRNA. 
/FEA=mRNA /GEN=FLJ 10826 
/PROD=hypothetical protein 
FLJ10826 /DB_XREF=gi:8922693 
/UG=Hs.24809 hypothetiqal 
protein FLJ 10826 
/FL=gb:NM_018233.1 


NM_0 18233 




NP_060703 


221203_s_at 


0.025284 


gb:NM_01 8023.2 /DEF=Homo 
sapiens hypothetical protein 
FLJ10201 (FLJ10201), mRNA. 
/FEA=mRNA /GEN=FLJ10201 
/PROD=hypothetical protein 
FLJ10201 

/DB_XREF=gi: 13492976 
/UG=Hs.318127 hypothetical 
protein FLJ 10201 
/FL=gb:NM 018023.2 


Niyi_0l8023 ' 




NP_060493, 


22121 1_s_at 


0.034721 


gb:NI\/l_020152.1 /DEF=Homo 
sapiens c21orf7 form A^D 
(C21brf7), mRNA. /FEA-mRNA 
/GEN=C21orf7 /PROD=c21orf7 
form A.D /DB_XREF=gi:9910145 
/UG=Hs.41267 c21orf7 form A-D 
/FL=gb:AF269161.1 
gb:NM_020152.1 


Niyi_020152 




NP_064537 


22122;2_s_at 


0.036254 


gb:NIVI_017860.1 /DEF=Homo 
sapiens hypothetical protein 
FLJ20519 (FLJ20519'). mRNA. 
/FEA=mRNA /GEN=FLJ20519 
/PROD=hypothetical protein 
FLJ20519 /DB_XREF-gi:8923488 
/UG=Hs.79457 hypothetical 
protein FLJ20519 
/FL=gb:NM_01 7860.1 


NIVI„017860 


■ 


NP_060330 
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Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


221260_s_at 


0.045316 


gb;NIVI^030809.1 7D5F=Hom6 ' 
sapiens chrombso'me 12 open 
reading frame 2 (C12or^), 
mRNA. /FEA=mRNA 
/GEN=C12orf2 

/PROD=chromosome 12 open 
reading frame 2 
/DB_XREF=gi; 13540601 
/FL=gb:NM_030809.1 


NM_p30809 




NPJ 10436 


221306_at 


0.025284 


gb:MM_018971.1 /DEF=Homo 
sapiens G protein-coupled 
receptor 27 (GPR27), mRNA. 
/FEA=CDS /GEN=GPR27 
/PROD=super conserved 
receptor expressed in brain 1 
/DB_XREF=gi:9506746 
/UG=Hs.278283 G protein- 
coupled receptor 27 
/FL=gb:AB040799.1 
gb.NM 018971.1 


NM_018971 




NP_061844 


221419_s_at 


0.046749 


gb:NM_01 3307. 1 yDEF=Homo 
sapiens non-functional folate 
binding protein (HSAF000381), 
mRNA.- /FEA=CDS 
/GEN=HSAF000381 /PROD=non- 
functional folate binding protein 
/DB_XREF=gi:7019412 
/FL=gb:NM_01 3307.1 


NM^013307 






221499_s;^at 


0.018222 


Consensus includes 
gb:AK026970.1 /DEF=Homo 
sapiens cDNA: FLJ23317^fis, 
clone HEP12062, highly similar 
to AF008936 Homo sapiens 
syntaxin-16B mRNA. 
/FEA=mRNA 
/DB_XREF=gi: 10439960 
/UG=Hs.102178 syritaxin 16 
/FL=gb:AF008936.1 


AF008936 




NP_003754 


22i518^s_at 


0.025284 


Consensus includes 
gb:BE966019 /FEA=EST 
/DB_XREF=gi: 11770993 
/DB_XREF=est:601659921R1 
/GLONE=IMAGE;3905741 . 
/UG=Hs.300700 hypothetical 
protein FLJ20727 
/FL=gb:BC000226.1 


BC000226 




NP_060414 
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Gene 
Identifier 


p-yalue 


Description 


Gene 

Accession 
No. 


Unigene 
Accession 
N . 


Prot in 

Accession 

No. 


22151?_at 


0.02008 


gb:AF2§1 859.1 /DEF=Hpmp 
sapiens dactylin mRNA, 
complete cds. /FEA=,mRNA 
/PROD=daGtylln 
/DB_,XREF=gi: 1 0764487 
/UG=Hs.243d7 split handfoot 
malformation (ectrodactyly) type 
3 /FL=gb:AF281 859.1 
gb:NM_022039.1 - 


AF281859 




NP_071322 


221555_x_at 


0.018222 


CDC14 cell division cycle 14 
homolog B (S. cerevisiae) 


AU 145941 


Hs,22116 


NP_201589 


221559Xat 


0.034721 


gb:BC000229:i /DEF=Homo 
sapiens, clone MGC:2488, 
mRNA, complete cds. 
/FEA=mRNA /PROD=Unkndwn 
(protein for MGC:2488) 
yDB_XREF=gi: 12652942 ' \. 
/UG=Hs.267194 hypothetical - 
protein MGC2488 
/FL=gb:BC000229.1 


BedO0229 




NP_076944 


221565_.s_at 


0.034721 


gb:BC000039.1 /DEF=Homo 
sapiens, Similar to hypothetical 
protein, clone MGC:1824,' 
mRNA, complete cds. 
/FEA=mRNA /PROD=Similar to 
hypothetical protein ' 
/DB_XREF=gi: 12652592 
/UG=Hs.241545 hypothetical 
protein /FL=gb:BC000039,1 
gb:NM_015916.1 


BC000039 




NP^osrooo 


22160rs_at 


0.049425 


regulator of Fas-^induced apoptosis 


AI084226 


Hs.58831 


NP_005440 


221675_s^at 


0.034721 


gb:AF1 95624.1 /pEF=Homo 
sapiens 

cholinephosphotransferase 1 beta 
mRNA, complete cds. 
/FEA=mRNA 

/PROD=eholinephosphotransferas 
e 1 beta /DB_XREF=gi:9502012 
/UG=Hs.171889 
cholinephosphotransferase 1 
/FL=gb:AF1 95624.1 


AF1 95624 




NP^064629 
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Gene 
Identifier 


p-valiie 


Description 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


221688_s^at 


0,025284 


gb:AL1 3691 3.1 /DEF=Hom6 
sapiens mRNA; cpNA 
DKFZp586L0118 (from clone . 
DKFZp586L0118); complete cds. 
/FEA=mRNA 
/GEN=DKFZp586L0118 
/PROD=hypothetical protein 
/DB_XREF=gi:12053320 
/UG=Hs.6i18 hypothetical protein 
FU 1 0968 /FL=gb:AL1 3691 3.1 


AL1369i3 




NP_060755 


221708_s_at 


0.036254 


gb:BC006214.1 /DEF=Homo 
sapiens, clone MGC:999, mRNA, 
complete cds. /FEA=mRNA 
/PROD=Unknown (protein for 
MGC:999) - ' 
/DB_XREF=gi:13623232 
/FL=gb:BC006214.1 


BC006214 . ^ 




NP_061141 


221742_at . 


0.026013 


DnaJ (Hsp40) homolog, subfamily 
C, member 3 


BF037823 " 


Hs:9683 




221750^at 


0.034721 


3-hydroxy-3-methylglutaryl- 
Coenzyme A synthase 1 (soluble) 


BG035985 


Hs.39626i5 ■ 


NP^002121 


221768^at 


0.025284 


splicing factor proline/glutamine 
rich (polypyrimidine tract binding 
protein associated) 


AV705803 


Hs.1 80610 




221821 s at 


0.046749 


Consensus includes 
gb:AK022732.1 /DEF=Hc>mo 
sapiens cDNA FLJ 12670 fis, 
clone NT2RM4002301. 
/FEA=mRNA 
/DB_XREF=gi:10434303 
/UG=Hs.2681 89 hypothetical 
protein FLJ20436 


AK022732 




NP_060292 


221842__s_^at 


0,018023 


zinc finger protein 131 (clone pHZ- 
10) 


BE972394 


Hs.78743 




221860_at 


0.018023 


heterogeneous nuclear 
rjbonucleoprgtein L . 


AL044078 " 


Hs.2730 


NP_001524 


221873_at 


0.046749 


zinc finger protein 143 (clone pHZ- 


AW162015 


Hs 374355 


NP_003433 


221874_at 


0.049425 


Consensus includes 
gb:AB037745.1 /DEF=Homo 
sapiens mRNA for KIAA1324 
protein, partial cds. /FEA=mRNA 
/GEN=KIAA1324 
/PROD=KIAA1324 protein 
/DB_XREF=gi:7243028 
/UG=Hs. 104696 KIAA1324 
protein" ~ ~ " 


AB037745 
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Gene 
Identifier 


p-yalue 

■ i _ 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


221957^at 


0.034721 


pyruvate dehydrogenase kinase, 
isoenzyme 3 


BF939522 


Hs. 1931 24 


NP_005382 


221978_at 


.0.046749 


major histdcompatibility cornplex, 
class 1, F 


BE1 38825 


Hs.377850 


NP,061823 


221985 at 


0.025284 


hypothetical protein FLJ20059 


AW006750 


Hs.246875 


NP_060114 


221986 s at 


0.036254 


hypothetical protein FLJ20059 


AW006750 


Hs.246875 


NP_060114 


221989 at 


0.036254 


nbosoma} protein L10 


AW057781 


HS77091. 


NP 006004 


221992_at 


0.036254 


ESTs, Moderately sinnilar to 
nuclear pore complex interacting 
protein [Homo sapiens] [H.sapiens] 


AI925734 


Hs.409134 




222024_s_at 

•I 


0.025284 


Consensus includes . 
gb:AK022014.1 /DEF=Homo 
sapiens cDNA FLJ11952 fis, 
clone HEMBB1 000831, weakly 
sinriilar to Homo sapiens breast 
cancer nuclear receptor-binding 
auxiliary protein (BRX) mRNA 
/FEA=mRNA 
/DB_XREF=gi: 10433327 
/UG=Hs.306619 Homo sapiens 
cDNA FLJ 11952 fis, clone 
HEMBB1000831, weakly similar 
to Homo sapiens breast cancer 
nuclear receptor-binding auxiliary 
protein (BRX) mRNA 


AK022014 




NP.658913 


222058 at 


0.025284 


goliath protein 


AW1 94818 


Hs. 102737 


NP 060904 


222064 s at 


0.042057 


hypothetical protein MGC2744 


AI093187 


Hs.317403 


NP 079543 


222108_at 


0.034721 


Homo sapiens BAC clone C5S1- 
99H8 from 7, complete sequence. 


AC004010 






222115_x^at 


0.040064 


Consensus includes 
gb:Beob3693.1 /DEF=Homo 
sapiens. Similar to RIKEN cDNA 
3930401 K1 3 gene, clone 
IMAGE:3454556, mRNA, partial 
cds. /FEA=mRNA /PROD=Similar 
to RIKEN cDNA 3930401 K1 3 
gene /DB_XREF=gi: 13277567 
/UG=Hs.90998 KIAA0128 protein; 
septin 2 


BC003693 




NP^I 15958 


222122 s at 


0.018023 


Tho2 


BG403671 


Hs:i6411 
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Gene 
Identifier 


p-v!irue 


Description ' 


Gene^ 

Accession 

No. 


Unigene 
Accession 
N . 


Protein 

Accession 

No. 


222125_s_at; 


0.046749 


Consensus includes 
gb:BC00058d.1 7DEF=Homo 
sapiens, clone IMAGE:3162218. 
mRNA, partial cds. /FEA=mRNA 
/PROD=Unknown (protein for 
IMAGE:3162218) 
/pB_XREF=gi: 12653606 
/UG=Hs.5014 hypothetical protein 
FLJ20262 


BC000580 




NP_8d8808 


222132_s_at 


0.049425 


Consensus includes 
gb:AJ278 150.1 /DEF=Homo 
sapiens mRNA for putative lipid 
kinase. /FEA=mRNA 
/PROD=putative lipid kinase . 
/DB_XREF=gi:8250242 
/UG=Hs.260238 hypothetical 
protein FLJ 10842 


AJ278150 




NP_060708 


222149_,s_at 


0.018973 


Consensus includes 
gb:AK021758.1 /DEF=Homo 
sapiens cDNA FLJ11696 fis, 
clone HEMBA1 005029, highly 
similar to Homo sapiens CGUIS 
protein mRNA. /FEA=niRNA 
/DB_„XREF=gi: 10433004 
/UG=Hs.16085 putative G-protein 
coupled receptor 


AK021758 




NP_d57418 


222158_s_at 


0.018222 


Consensus includes 
gb:AF229834.1 /DEF=Homo 
sapiens apoptosis-related protein 
PNAS^ (PNAS-4) mRNA. partial 
cds. /FEA==mRNA /GEN=PNAS-4 
/PROD=apoptosis-related protein 
PNAS-4 /pB_XREF=gi:7229639 
/U(3=Hs.42409 CGI-146 protein 


AF229834 




NP,057160 


222182_s_at 


0.046749 


CCR4-N0T transcription complex, 
subunit 2 


BG105204 


Hs.239720 ^ 


NP^d55330 



2667 



Gene List Corresponding to Figure 19 - Coronary Artery Disease 






Gene 
Identifier 


p-value 


Description 


Gene 

Accession 

No. 


Unigene ^ 

Accession 

No. 


Protein 

Accession 

No. 


222239_s_at 


0.034721 


Consensus includes 

gb; Ai:i 1 7626. 1 /pEF=Homd 

sapiens- mRNA; cDNA 

DKF2p434B105 (from clone 

DKFZp434B105); partial cds. 

/FEA=mRNA 

yGEN=DKFZp434B105 

/PROD=tiypottietical protein 

/DB_XREF=gi;5912207 

/UG=Hs..58570 deleted in cancer 

1; RNA tielicase HOBDICEI 


AL1 17626 




NP_036273 


222252^x_at 


0.040064 


Consensus includes 
gb:AK023354.1 /bEF=Hpmp 
sapiens cDNA FLJ 13292 fis, 
clone OVARC100118b, weakly 
similar to UBIQUITlN-LIKE 
PROTEIN DSK2. /FEA=.mRNA 
/DB_XREF=gi: 10435253 
/UGr=Hs.283739 ataxin-1 uk)iquitin 
like interacting proteiri 


AKP23354 


.■ , - ■■■■ ■ 


NP_064516. 


222282_at 


0.046749 


AV76i453 MDS Homo sapiens 
cDNA clone MDSBZA03 5', mRNA 

sequence. 


AV761463, 






222316 at 


0.025284 


ESTs 


AW973253 


Hs.292689 




222366 at 


0.046749 


ESTs 


W86781 


Hs.293736 




222369^at 


0.035763 


ESTs, Moderately similar to 
tiypothetical protein FLJ20489 
XHpmo sapiensUH. sapiens] 


AW971254 


Hs. 178433 




222380 s at 


0,034721 


ESTs 


AI907083 


Hs. 124620 




32541^at 


0.018222 


protein phosphatase 3 (formerly 
2B), catalytic subunit, gamma 
ispform (calcineurin A gamma). 


NM_G05605 


Hs.75206 , 


NP_005596 


35201^at 


0.046749 


heterogeneous nuclear 
ribonucleoprotein L 


NM_001533 


Hs.2730 


NP_001524 


35671^at 


0;036254 


general transcription factor IIIC, 
polypeptide 1 , alpha 220kDa 


NM_001520 


Hs.331 


NP_CI01511 


35685 at 


0.018023 


ring finger protein 1 


NM 002931 


Hs. 35384 


NP 002922 


36545 s at 


0034721 


KIAA0542 gene product 


AB011114 


Hs.62209 




38398_at 


0.046749 


MAP-kinase activating death 
domain 


AB002356 


Hs.82548 


NP_569832 


396 f at 


0.018444 


erythropoietin receptor 


NM 000121 


Hs. 127826 


NP 000112 


39650 s at 


0.018023 


KIAA0435 gene product 


NM 014801 


Hs.31438 


NP 055616 


41113 at 


0.049425 


hypothetical protein AF447587 


A1871396 


Hs.101414 




44673 at 


0.018023 


sialoadhesin 


N53555 


Hs.31869 


NP 075556 


45572_s_at 


0.034721 


golgi associated, gamma adaptin 
ear containing, ARF binding 
protein 1 


AW009695 


Hs.238296 


NP_037497 
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Gene 
Id ntifi r 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


46665_at 


p.034721 


sema domain, irhmunpglpbulin 
domain (Ig); transmembrane 
domain (TM) and short 
cytoplasmic domain, (semaphorin) 
4C 


AI949392 


Hs.7188 


NP_060259 


47069 at 


0 034721 


Rho GTPase activating protein 8 


AA533284 


Hs 102336 


NP 851852 


47560 at 


0.02008 


iiypothetidal protein FLJ 11 939 


AI525402 


Hs.94229 


NP 078955 


50277_at 


0.046749 


golgi associated, gamma adaptin 
ear containing, ARF binding 
protein 1 


AW0Oi443 


Hs.238296 


NP_037497 


51200 at : 


0.034721 


hypothetical protein FLJ20850 


A1744084 


Hs.3d783 


NP 060437 


5i228_at. 


0.028:893 


ESTs, Weal<ly similar to RNA 
binding motif protein 12; putative 
larain nuclearly-targeted protein 
[Homo sapiens] [H. sapiens] 


N36928 


Hs.33540 




51774_s_at 


0.046749 


ESTs, l\/loderately similar to 
hypothetical protein FLJ20489 
[Homo sapiens] [H. sapiens] 


AW014299 


Hs.237946 




52940 at 


0.038017 


single ig IL-I R-related molecule 


AA085764 


Hs. 11809 


NP 068577 


57539 at 


0.025284 


hypothetical protein FL3 14972 ' 


AA535065 


Hs.11900' 


NP 115916 


57715 at 


0.025284 


hypothetical protein LOC51063 


W72694 


Hs;241545 


NP 057000 


63825_at 


0.036254 


chromosome 1 1 open reading 
frame2 


AI557319 


Hs.5258 


NP_008917 


64064_at 


0.046749 


imrnune associated nucleotide 4 
lil<e 1 (mouse) 


AI435089 


Hs.26i94 


NP_060854 


64474_g_at 


0.019292 


hypothetical protein FLJ22127 


AA203219 


Hs.59457 


NP 073612 


74694 s at 


0.034721 


hypothetical protein FLJ23282 


AA907940 ' 


Hs. 170253 


NP 079092' 


91816_f_at 


0.025284 


Homo sapiens mRNA for OK/SW- 
CL4, complete cds 


018318/ 


Hs. 123469 




91952 at 


0.026013 


hypothetical protein BC002926 


AI363375 


Hs.298553 


NP 612362 


AFFX-BioC-5 


0.046749 


J04423 E coli bioC protein (-5 
and -3 represent transcript 
regions 5 prime and 3 prime 
respectively) 


J04423 






affx-humg; 


0.046749 


glyceraldehyde-3-phosphate 
dehydrogenase 


NM_002046 


l^s.169476 


NP_0P2037 


AFFX-M2783( 


0.018023 


Human 28S'ribosoma| RNA gene, 
complete cds. 


M27830 






AFFX-r2.Hs2t 


0.03018 


Human 28S ribosomalRNA gene. 


Mil 167 






AFFX-r2-Hs2J 


0.035763 


Human 28S ribosomal RNA gene. 


M11167 • 
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Gene 
Identifier 


p-value 


Pescription 


Gene 
Ago ssion 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


AFFX-r2-P1-c 


0.025284 


Bacteriophage 7REF=X03453 

recombinase protein 
corresponding to nucleotides 581 
1001 of X03453 /LEN=1058 (.5 
and -3 represent transcript 
regions 5 prime and 3 prime 
respectively) 


X03453 
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Gen s Corresponding To Diff rentialiy Expr ssed Genes in Figure 20 - RA 




Spot 


p-value 


Description ' 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Prot in 

Acc ssion 
No. 


~ 1 


0.022106 


vacuolar protein sorting 28 (yeast)- 
(VPS28), mRNA /cds=(62,727) 
/gb=N!VI_016208 /gi=7705884 
/ug=Hs.339697 /len=928 


NM_016208 


Hs.339697 


NP-057292 


4 


0.040751 


tetraspan S (TSPAN-3), mRNA 
/cds=(218,979)/gb=NM_005724 
/gi-21 264581 /ug=Hs. 1 00090 , 
/len=1842 


N!\/I^Q05724 


Hs.10'0090 


NP_P05715 


14 


0.011238 


mRNA for K1AA0638 protein, partial 
cds. /cds=(87.4241) /gb=AB014538 
/gi=20521 1 12 /ug=Hs.4328l3 
/len=5449 ' ^ 


AB014538 


Hs.432813 , 


- „ -■ ■ ■■ 


15 


0.010277 


603041572T1 NIIH_MGC_1i6i cDNA 
clone il\/IAGE:51631 12 3', mRNA 
sequence /clone=IMAGE:51 631 1 2 . 
/clone_end=!3' /gb=BI517954 
/gi=1 5342746 /ug=Hs.3982i 1 /|en=;=964 


BI517954 


Hs.398211 


] 


25 


0.002565 


sialyltransferase SThM (sthm) 


U 14550 




NP 006447 


28 


0.031362 


6021 8441 0X1 NIH MGC 42 cDNA 
clone IMAGE;4300347 3', mRNA 
sequence /clone=IMAGE:4300347 
/clone_end=3' /gb=BF569051 
/gi=1 1642431 /ug=Hs.352114 
/len=1899 


BF569051 . 


Hs.352114 




37' 


0.002602 


thyroid hormone receptor-associated 
protein, 1 50 kDa subunit (TRAP1 50), 
mRNA/cds=?(203,3070) 
/gb=NM_005119 /gi=4827039 
/ug=Hs.108319/len=3618 


NM_005119 


Hs.108319 


NP^OOSliO 


49 


0.O32636 


B cell RAG associated proteih 
(GALNAC4S-6ST), mRNA 
/cds=(582,2267) /gb=?NM_014863 
/gi=7662195 /ug=Hs.6Q79 /len=4712 


NIVI_014863 


Hs.6079; 


NP_056976 


95 


8.37Er04 


Kreisler (mouse) maf-related leucine 
zipper homolog (KRML) 
(=[\/IAlFB/Kreisler basic region/leucine 
zipper transcription factor (MAFB)j 
Length = 3071 


NM_005461 




NP_005452 


98 


0.012276 


mitochondrion, complete genome 


NG 001807 






104 


0.002893 


proteasome (prosome, macropain) 
activator subunit 2 (PA28 beta) 
(PSME2). mRNA/cds=(66,785) 
/gb=NM_002818 /gi=4506236 
/ug=Hs,433810/len=828 


NM_002818 


Hs.433810 


NP_002809 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


.141 , 


1.76E-04 


mel transforming oncogene (derived 
from ceil line Nkl4)- RAB8 (MEI:). 
mRNA /cds={77.700) /gb=NM_005370 
/gi;?16933566 /ug=Hs.5947 /len=2048 


NM_Q05370 ; 


Hs.5947 


NF'_005361 


158 


0.015895 


CD36 antigen (collagen type 1 receptor, 
thrpmbpspondin receptor) (CD36), 
mRNA /cds=(1 33, 1551) 
/gb=NM_000072 /gir4557418 
/ug-Hs.75613/len-1820 


NM_000072 


Hs.75613 


NP_000063 


178 


0.003213 


zine finger protein 161 (ZNF161), 
mRNA /cds=(42,1 592) /gb=NM_007146 
/gi=6005967 /ug=Hs.223754 /len=23G6 


NMl.007i46 


Hs.223754 


NP_009077 

V 


179 


0.009388 


ubiquitin specific protease 9, X 
chromosome (fat facetsriike 
Drosophila) (USP9X). transcript variant 

1, mRNA/cds=(60,7751) 
/gb=NM_004652 /gi=1 1641424 
/ug=Hs.77578/len=8171 


NM_0p4652 


Hs.77578 


NP1068706 


194 


0.009388 


hypothetical protein FLJ3321 5 
{FLJ33215), mRNA /cds=(1 18.1626) 
/gb=NM_148894 /gi=22507398 

/ug=Hs.205442 /len=2610 


NM_1 48894 


Hs.205442 


NP_683692 


196 


0.004825 


integrin-bindirig sialoprotein (bone 
sialpprotein, bone sialoprotein II) 
(IBSP), mRNA /cds={ 143, 1096) 
/gb=NM_^004967 /gi=13259536 
/ug=Hs.49215/len-1108 


NIVI_0p4967 


Hs.49215 


NP^004958 


206 


0.032636 


calmodulin 2 (phosphorylase kinase, 
delta) (CALI\/I2). mRNA/cds=(69.518) 
/gb=NM_001743 /gi=20426653 
/ug=Hs.425808/len=1128 


NM_.001743 


HS425808 


NP_001734 


210 


0.002337 


protein tyrosine phosphatase type IVA, 
member 1 (PTP4A1). mRNA 
/cds=(650,1171) /gb=NM_003463 
/gi=1 7986281 /ug=Hs,227777 
/len-4394 


NM_003463 


Hs.227777 


NP_003454 


221 


0.035177 


zinc finger protein 271 (ZNF271 ), ' 
mRNA/cds=(710.1981) 
/gb=NM_006629 /gi-245866do 

/ug=Hs.367734 /len=2195 


NM1006629 


Hs.367734 


NP_006620 


228 


0.002337 


KIAA0182 mRNA, complete cds. 
/cds=(1,3475) /gb=D80004 /gi=1 136423 
/ug=Hs.75909/len=7133 


D80004 


Hs. 75909 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-vaiue 


Description; 


Gene 

Accession No. 


(Jnigene 

Accession 

No. 


Protein 

Accession 

No. 


259 


0.015895 


ornithine decarboxylase antizyme 
inhibitor (OAZIN); transcript' vai'ianf 1 , 
mRNA/cds=(72 1,2067) 
/gb=NM_015878/gi=22538416 ^ 
/u5=^Hs.223014 /len=2882 


NM^015878 


Hs.223014 


NP_680479 ; 


261 


0.017288 


serine (or eysteirie) proteinase inhibitor, 
clade B (ovalbumin), member 9 
(SERPINB9), mRNA/cds=(93.1223) 
/gb=Ni\/l^0041 55 /gi= 1 9923258 
/ug=Hs. 1 04879 /len^41 30 


NM_004155 


Hs. 104879 


NPJ04146 


277 


0.002096 


reticulon 3 (RTN3), mRNA 
/cds=(125.835) /gb=?=NM_006054 
/gi=51 74654 /ug^Hs.25283li /len=2524 


Nl^_006054 


Hs.252831 


NR_O06O45 


279 


0.005324 


calcjum/caimoduiin-dependent serine 
protein kinase (MAGUK family) (CASK:), 
mRNA /cds=(28,2793) /gb=NM_003688 
/gi=4502566 /ug=Hs.151469 /len=3122 


NIVI_0p3688 


Hs. 151469 


NP^0q3679 


281 


0.043799 


16.7Kd protein (LOC51 142), mRNA 
/cds=(82,537) /gb=NM_016139 
/gi=7705850/ug=Hs.1 80859 /len=841 


NM_016139 


Hs. 180859 


NP1057223 


282 


0.001501 


protein phosphatase 1, regulatory 
(inhibitor) subunit SC (PPR1R3C), 
mRNA /cds=(58.101 1) /gb=NM_005398 
/gi=21314622 /ug=;:Hs.303090. 
/Ien=2524 


NM_005398. 


Hs.3p3090 


NP1005389 


283 


0.006463 


syntaxin 7 (STX7), mRNA 
/cds={80.865) /gb=NM_003569 
/gi=4507294 /ug=Hs.8906 /len=1614 


NM_00356.9 


Hs.8906 


NP_003560 


284 


0.014599 


trahslin-associated faictor X (TSNAX), 
mRNA/cds={159,1031) 
/gb=NM_005999 /gi=20302159 . 
/ug=Hs. 96247 /len=2667 


NM^005999 


Hs,96247 


NP_005990 


290 


0.030249 


Niemanh-Pick disease, type C2 
(NPC2). mRNA7cds=(1 16,571) 
/gb=NM_006432 /gi=201 49580 
/ug=Hs.433222 /len-929 


NM_006432 


Hs.433222 


NPJQ06423 


302 


0.008566 


origin recognition complex, subunit 2- 
like (yeast) (0RC2L), mRNA 
/Cds=(215,194o) /gb=Nlvl_00b19L) 
/gi=21359879 /ug=Hs.41694 /ien=2815 


NM_006190 


Hs.41694 


NP_q06181 


311 


0.012276 


Ankhzn mRNA. 


AB011370 




NP 033801 


319 


9.43E-.04 


angiopoietin-like 1 (ANGPTL1), mRNA 
/cds=(434, 1 909) /gb=NI\/l_004673 
/gi=16905518 /ug=Hs.241519 


NM_004673 


Hs.i241519 


NP_004664 


yien-2066T ' ^ 
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320 


0.035177 


hypothetical protein DKFZp564K1.42 
similar to implantation-associated 
protein (DKFZp564K142), mRNA 
/cds=(30,1037) /gb=NM_032121 
/gi=14149774 /ug~HS.323562 
/len=2241 


NM_032121 


Hs.323562 




321 


0.007107 


serologically defined breast cancer 
antigen 84 (SDBGAG84), mRNA 

/cds=(28,1179) /gb=Nlvl_015966 
/gi=7706277 /ug=Hs. 1 69992 /len=1 337 


NM^015966 


Hs. 169992 


NP_057050 


336 


0.03788 


mRNA for KIAA0570 protein, partial 
COS. /cas=(480,1071S)/gb=AB011142 
/gi=20521 084 /ug=Hs. 1 80948 • 
/len=11269 


AB011142 


Hs. 180948 





3,37 


. 0.00168 


yippee protein (CGI-i 27), mRNA." 
/cas=(12D,491) /gb=;Nlvi_016061 
/gi=7706340 /ug=Hs. 1 84542 /len^21 83 


NM_016061 


Hs, 184542" 


NP;^P57145 


354 


0:011238 


stromal cell-derived factor 2 (SDF2), 
mRNA /cds=(40,675) /gb=NM_006923 
/gi=14141 194 /ug=Hs,1 18684 
/len=1075 


NM_006923 


Hs 118684 


NP_008854 


356 


.0.015895 


RAB21, member RAS oncogene family 
(RAB21). mRNA /cds=(256,933) 
/gb=Nlvl_014999 /gi=7661921 
/ug=Hs.1 84627 /len=263d ; 


NM_014999 


Hs. 184627 


NP_055814 


358 


.0.003947 


hypothetical protein Fl-J356f 3 
(FLJ35613); mRNA /cds=(126,2063) 
/gb=NI\/|_1 73653 /gi=27734934 
/ug=Hs 30022 /len==3568 


NM_1 73653 


Hs.30022 




359 


0.001062 


plakophilin 2=X97675 plakophilin 2b -■. 
(ORF38%)' 


NP_004563 






364 


0.030249 


micrdphthalmia-associatecl transcription 
factor (MITF), mRNA /cds=(1 21. 1380) 
/gb=NM_O0Q248 /gi=4p57754 
/ug=Hs.166017 /len=1788 


NM_000248 


Hs. 166017 


NP^000239 






mKiNATor t\iAAn4/ proiein, partial 
cds. /cds=( 1,570) /gb=AB032973 
/gi=6330032 /ug-Hs.233044 /len=6496 




FlS.400U4f» 




370 


0.005325 


carboxypeptidase E (CPE), mRNA 
/cds=(291,1721) /gb=NM_001873 
/gi=4503008 /ug=Hs.75360 /len=2443 


NM_001873 


Hs.75360 


NP^001864 
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371 


0.02801 


ecotropic viral integration site 2A 

/gb=NM_014210 /gi=7657074 
/Uy— ns. / u^yy /len— i ddo 


NM314210 


Hs;70499 


NP_055025 ' 


390 


0.023945 


UDP-galactose transporter related 
(UGTREL1), mRNA7cds=(88,1056) 
/gb=NM_005827 /gi=5032212 
/ug=Hs.154073/len=:1186 . , 


NM_005827 


Hs.1 54073 


Kip nh<iRiA 




UiU4U/Dl 


microsornal epoxide hydrolase 
(EPHX1) gene, complete cds 








395 


0.025911 


cysteine and histidihe-rich domain 
(CHORD)-eohtaining, zinc binding 
protein i (UnUKUui;, mKniA 
/cds=(85,1083) /gb=NM_012124 
/gi=6912303 /ug=Hs.22857 /len=2058 


NM^012124 


Hs.22857 


NP_d36256 


396 


0.010277 


hypothetical protein FLJ20445 

/CI IOn>li4f^\ mDMA /^rlcj— /OQO -1 '10Q\ 

(rLJ/:U440), mKINA /CaS-^\4yo,1 14") 
/gb=NM_017824 /gi=1 9923500 - 
/ug=Hs-343748/len=3896 


NM_017824 


Hs.343748 


NP_060294 


400 


0.007107 


leukemia inhibitory factor receptor 

(LlrKj; nnr\INA /COS— \ 10^,<jHH f ) 

/gb=NM_002310 /gi=6042197 
/ug=Hs.2798/len=5252 


NM_002310 


Hs.279£f 


NP_002301 


403 


0.001339 


cathepsin S (CTSS), mRNA 
/cds=(134,1 129) /gb=NM_004079 
/gi— iCOiJuyDi /ug^nS.ioioui 
/leii=4100 


NiV!_0d4079 


Hs.18130i 


NP_004070 


409 


0.020388 


S-phase kinase-associated protein 1A 
(p19A) (SKP1A), transcript variant 1, 
mRNA /cds=(140.622) /gb=NI\/I_0G6930 
/gi-zD/ / lU /ug-ns.i /iD^iD 
/len=2172 


NM_006930 


Hs.1 71 626 


NP_733779 ' 


417 


0.02801 


LATS, large tumor suppressor, 2 
(Drosophila) (LATS2). mRNA . 
/cds=(375,3641) /gb=NM_014572 
/gi— loyoy lyy /ug—ns. 4040 1*1 
/len=4098 


NIVI_014572 


Hs.432314 


NP_055387: 


425 


0.030249 


myeloid cell nuclear differentiation 
antigen (MNDA), mRNA 
Ird^=(9M 1494^ /nh=NI\/l 002432 
/gi=4505226 /ug=Hs. 1 53837 /len-1670 


Nl\4_002432 


Hs.1 53837 


NP_002423 


427 


0.002893 


hypothetical protein FLJ20508 
(FLJ20508). mRNA /cds=(191, 802) 
/gb=NM_01 7850 /gi=8923468 . 
/ug=Hs.272673 /len=2376 


NM_P17850 


Hs.272673 


NP_060320 
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428 


0.040751 


golgi complex associated protein 1, 
oOkDa (GOGAP1), mRNA 
/cds=(56,1642) /gb=NM_022735 
/gi=1 5826851 /ug=Hs.6831 /len=3598 


NM_022735 


Hs.6831 


NP_^073572 


432 . 


0.011238 


DKFZp586L081 (from clone 
DKFZp586L081) /cds=UNKNOWN 
/gb=AL080234 /gi=5262727 
/ug=Hs.8078/len=2159 


ALGi8P234 


Hs.8078 




434 


0.011238 


phosphoglycerate kinase 1 (PGK1), 
mRNA /cds=(70. 1 323) /gb=NMi_00029l 
/gi-22095338 /ug=HsJ8771 /len=2338 


NM_000291 


Hs.78771 


NP^000282 


437 


0.015895 


TeAAP1D11790 Pediatric acute 
myelogenous leukemia cell (FAB M1) 
Baylor-HCBSC project=tCAA cDNA / 
clone TCAAP1 1 79, mRNA sequence 
/clone=TCAAP1179 /gb=BM144590 
/gi=17161827 /ug^Hs 4255i39 /len=178 


BM 144590 


Hs.425539 




404 


0.047031 


aldehyde dehydrogienase 2 family 
(mitochondrial) (ALDH2), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds-(442,1995) /gb=NM_000690 
/gi=25777731 ./lig-Hs.1 95432 • 
/len=2445 


NM_000690 


i-ie ^Ql^Ati.'} ' 
ns. lyo'tuz. 


KID nnnRfti 


466 


0.001878 


activity-dependent neuroprbtector 
(ADNP), mRNA/cds=(346,3654) 
/gb=NI\/I_01 5339 /gi=1 2229216 
/uc?=Hs.36577len=4713 


NM^015339 


Hs.3657 


NP_056154 


478 


0.047031 


glyceraldehyde-3-phosphate 
dehydrogenase (GAPD), mRNA 
/cds=(76,1083) /gb=NM_002046 
/gi=7669491 /ug=Hs.169476 /len=1283- 


NM_002046 


Hs.169476 


NP^002037 


479 


0,023117 


SNF-i related kinase (SNRK). mRNA 
/cds=(642,2939) /gb=NM_01 771 9 
/gi=21361642 /ug=Hs.79025 /len=5519 


NM_017719 


Hs;79025 


NP_060189 


484 • 


0.005991 


troponin T1, skeletal, slow (TNNT1), 
mRNA /cds=(149.904) /gb=NM_003283 
/gi=21 359857 /ug=HsJ3980 /len=1018. 


NM_003283 


Hs.73980 


NP_003274 


485 


6.56E-04 


GNAS complex locus (GNAS). 
transcript variant 3, mRNA 
/cds=(1,2730) /gb=NM_080425 
/gi=1 8426897 /ug=Hs.374523 
/len=3091 


NM_080425 


Hs.374523 


NP_536351 
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487 


3.i9E-04; 


proteasome (prosome, macropain) 26S 
subunit, non-ATPase, 4 (PSMP4), 
transcript variant 2, mRNA 
/ccls=(63,869) /gb=NM_1.53822 
/gi=i25121957 /ug=Hs.148495 
/len=1508 


NM_i53822 


Hs.148495 


NP 725544 




U.U 1 ov/o 


lyrubine o-iTipriooAyyeriaoc/irypiopiidii 
5-monoGxygenase activation protein, 
epsilon polypeptide (YWHAE), mRNA 

//^rlc— ^RH ft-47\ /nK— MM f\C\f\7fiA 
fCQp—{0\JjOH/ ) /gD— IMIVI^UUD/ D i 

/gi=21 328449 /ug=;Hs.79474 /len;=1 776 


MM nnR7R1 


He 7QA7A 


NP_006752 




U.UoUUr o 


iroponin oz, Tasi \ i ninLtZ;, mr\iMr\ 

/cds=(65,547) /gb=NM_003279 
/gi=450761 6 /ug=Hs, 1 8242 1 . /Ien==677 


MM' nn'^97Q ' 


We IftOAOl 
ns. 1 D4^Z 1 


NP_003i270 


.510 


0.006665 


uroporphyrinogen decarboxylase 

/I IRnr^\ rnRMA /nrlc-MQ 1199\ 
^UinL/LJ/, iTlrvlNrN /OOo— 1 y, 1 

/gb=NM_000374 /gi-9845521 
/ug=Hs.78601 /len=1296 


NMl,000374 


Hs.78601 


NP_000365 




\J,\J\JHOOp 


pnospnonisiiairie pnuopnsi^oc 
(PHP14). mRNA /cds=(334.71 1 ) 
/gb=NM_014172 /gi=2;4,475860 
/ug=Hs.297214 /len=903 


MM ni4i79 


l-ic 0070 A A 


NP_054891 


017 




gaiaciOKinase i ^oAurx i mrviNiA 
/cds=(64,1242) /gb=NM_000154 
/gi=4503894 /ug=Hs:92357 /len=136i 


MM nnniiRA 


We Q0'^i<7 

ris.yzop/ 


NP_000145 


519 


0.012792 


splicing factor (45kD) (SPF45). mRNA 
/cas— p4o,io0o| /go— i>iivi_uozyup 
/gi=14249677/ug=Hs.i070dl ^ 
/len=1566 


NIVI_032905 


Hs.1 07001 


NP_1 16294 


526 


0.026485 


GDP dissociation inhibitor 1 (GDI1), 
nriKiNM /cus— i, ih^lh) /go— inivi uu i*tyo 
/gi=4503970 /ug=Hs.74576 /!en=2225 


NM_001493 


Hs.74576 


NP_001484 


532 


2.32E-04 


ferritin, light polypeptide (FTL), mRNA 

/rHc— yiftO 71^^\ /nh— MM nOOIAfi 

/gi=201 49497 /ug=Hs.430150 /len=878 


Nl\/l_OO0l46 


Hs.430150 


NP_000137 


533 


0.003563 


jiemoglobin^ gamma G (HBG2), mRNA 
/ccls=(54.497) /gb=NiVI_000184 


NM_000184 


Hs.386655 


NP_^000175 


534 


0.038043 


eukaryotic translation initiation factor 3, 
subunit 9 eta, 116kDa (EIF3S9), mRNA 
/cds=(54,2675) /gb=NM_003751 
/gi=4503526 /ug=Hs.57783 /len=2995 


NM_003751 


Hs.57783 


NP_^003742 
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.554 


0.033876 


ribosomai protein L29 (RPL29), mRNA 

/cds=(95.574) /gb=NM:^000992 

/ai=1 7105395 /ua=Hs 430207 /len=737 


NM,000992 


Hs.430207 


NP_000983 












563 


0.004349 


activating transcription factor 4 (tax- 
responsive enhancer element B67) 
^ATF4V mRNA7cds=^8a2 1937V 
/nh=NM nni67'> /ni =4^02964 

/^u f>iivi \J\J i\Ji ^ 'y ^■'JyJ^^^J^ 

/ug=Hs.181243/len=2015 


NM_001675 


Hs.181243 


NP_001666 


565 


0040751 


t6poisomerase (DNA) III alpha 
(T0P3A), mRNA /eds=(230,3235) 
/ab=NM 004618 /ai=20143947 

/Ulk/ iNIVI \J\J^\J IV 'Ml ' J^ww^f 

/ua=Hs 91 175 /Ien=38n7 


NM_00461& 


Hs.91175 


NP_004609 


566 


0.016299 


juh D protp-oncogene (JUND) 


NM 005354 






567 


0.005898 


coactosih-like 1 .(DietyosteliLim) v 
(C0TL1), niRNA /cds=(1 50,578) 
/ab=NM 021149 /ai=23510452 ' 
/ug=Hs.289092/len=185p 


NM_021149 


Hs.289092 


NP_066972 


570 


0.00168 


eycA gene for cyclin A 


X68303 






573 


0.00168 


ancient ubiquitous protein 1 (AUP1 ), 
mRNA7cds=r69 1499^ /ab=NM 012103 
/gi=6.91 2259 /ug=Hs.1 73736 /len=1 664 


NM_012103 


Hs. 173736 


NP,036235 


574 


0:002297 


mRNA for KIAA1274 protein, partial 
cd«? /cds=:r265 2850Wab=AB033100 
/gi=20521819 ^ug=Hs.300646 
/len=4569 


AB033100 


Hs.300646 




595 


0:02236 


NSI-associated protein 1 (NSAP1), 

/gb=.NM_g06372 /gi=23397426 
/ug=Hs.373499 /|en=2932 , ' 


NM^006372 


Hs.373499 


NP_006363 


596 


0.001 54S 


tubulin.Valpha 3 (TUBA3). mRNA 
/cds=(100,1455) /gb=NM_006009 

/len=1677 


NM_006009 


Hs.433394 


NP_006000 


600 

V 


0.007171 


fascin 1, actin-bundling protein 
(Strongylocentrotus purpuratus) 
^FSCNI^ mRNA /cds=M 12 1593^ 
/9b=NM 003088 /gi=45071 14 
/ug=Hs!il8400/len=2767 


NM_003088 


Hs. 11 8400 


NP_003079 


602 


0;029005 


helicase with zinc finger domain 
(HELZ), mRNA /cds=( 146, 5974) 
/gb=NM 014877 /9i=7661883 
/ug=Hs;3085 /len=6274 


NM_0i4877 


Hs.3085 


NP_055692 


613 


0.018784 


PEF protein with a long N-terminal 
hydrophobic domain (peflin) (PEF), 
mRNA /cds=( 1 3,867) /gb=NM_01 2392 
/gi=6912581 /ug^Hs.241531 /len=1641 


NIVI_012392 


Hs.241531 


NP_036524 
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625 


0.020388 


fragile X merital retardaUon 1 (FMRI), 

mRNA/cds=(220,2118) - , 
/gb=NM_002024 /gi=4503764 
/ug=Hs.89764 /len=4362 


NM_002024 


HS.89764 


NP_002015 


629 


0.014599 


nuclear cap binding protein subunit 1, 
80kDa (NCBP1). mRNA /cds=(31,2403) 
/gb=NM_002486 /gi=4505342 
/ug=Hs.89563 /len=2828 


NM_^002486 


Hs:89563 


NP_002477 


633 


0.040751 


A l<iriase (PRKA) anchor proteiri 13 
(AKAP13). transcript variant 2, mKNA 
/cds=(214,8655) /gb=NM_007200 
/gi=21493028 /Mg-Hs.301946 
/len=10156 . 


NM_0072pO 


Hs.301946 


NP_658913 ' 


635 


0.023945 


cDNA FLJ37956 fis, done 
CtONG20p9527. /gb-AK095275 
/gi=217.5450d /ug=?Hs.170141 

/len=2753 


AK095275 


Hs.1 70141 




636 


0.006463 


hypothetical protein FLJi 4775 
(FLJ14775). nnRNA/cds=(172,534) 
/gb=NI\/l_032837 /gi=14249549 
/ug=Hs.334878 /len=2697 • 


NM_032837 


HS' 334878 


NP^116226 


640 


0.007171 


adrenbmedullin (ADM), mRNA 
/cds=(157,714) /gb=NM_0bl124 
/gi=4501944 /ug=Hs.394 /len=1449 


NM_001124 


Hs.394 


NP_001115 


'■ 641 


0.005927 


n^RNA for K|/\A1 1 19 protein, partial 
Gds. /cds=( 1,3783) /gb=:AB632945 
/gi=6,329707 /ug=Hs; 172506 /len=7438 


AB032945 ' ~ 


Hs.1 72506 




'642 


0.002096 


centrin; EF-hand protein, 2 (CETN2), 
mRNA/cds=(48,566)/gb=NM 004344 
/gi=4757901 /ug=Hs.82794 /len=1 087 


NM_004344 


Hs.82794 


NP_004335 


645 


0.013394 


hematopoietic-derived zinc 
fingerprotein (RefSeq aa 1e-48) 


NP_004867 






667 


0;007107 


complement component 3a receptor 1 
(C3AR1), mRNA/cds=(93,1541) 
/gb=NM_004054 /gi=21314629 
/ug=Hs. 1 55935 /len= 1985 


NM_004054 


Hs.155935 


NP_004045 


669 


0.036556 


putative zinc finger protein NY-REN'-34 
antigen (NY-REN-34). mRNA 
/Cdsm29,704) /gb=NM_0161 1 9 
/gi=7705832 /ug=Hs.279799 /len=1323 


NM_tfl6119 


Hs;279799 


NP_057203 


672 


0.003183 


C-terminal binding protein 2 (CTBP2), 
transcript variant 2, mRNA 
/cds=(1 37,3094) /gb=?NM_022802 
/gi=12746589 /ug=Hs.171391 
/len=3780 


NM_022802 


Hs.1 71 391 


N.P_073713 
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673 


0.049079 


fatty-acid-Coenzyme A ligase, long- 
chain 4 (FACL4), . transcript variant 2, 
mRNA/cds=(507,2642) ., 
/gb=NM_022977 /gi=1266990& 

/ug=Hs.81452/len=5356 


NM_022977 


Hs.81452 


NP_075266 


678 


0:030075 


clone alpha_est218/52C1 mRNA 
sequence /gb=AF001542 /gi=2529714 
/ug=Hs.356442 /len=2992 


AF001542 


Ms.356442 




,686 


0.001878 


HTGN29 protein (HTGN29), mRNA 
/cds=(205,1002) /gb=NM_020199 
/gi=991 0277= /ug=Hs.283437 /len=237 1 


NM_020199 


Hs:283437 


NP_064584 


691 


0.003213 


US'snRNP-speciflc protein, 200-KD (U5 
200KDji mRNA /cds={1 89,5624). 
/gb=NM_014014 /gi=24307974' 
/ug=Hs,246112:/len=5898 


NM^014014 ■ 


HS.246H2 


NP_054733 


696 


iO.015895 


discoidin dornaih receptor fairnily, 
member 2 (DDR2), mRNA 
/cds=(354,2921) /gb=?NM_006.182 
/gi=5453S1 37ug=Hs.7l 891 /len=3096 

^ — ^ 


Niyi_006182. 


Hs.71891 . 


NP_006173 


709 


0.007171 


ATP synthase, H transporting, 
mitochondrial F1 complex, 0 subunit 
(oligpmyein sensitivity conferring 
protein) (ATP50). mRNA /cds=(37,678) 
/gb=NM_001697 /gi=4502302 
/ug-Hs.433960 /len=772 


NM_001697 : 


Hs.433960 


NP^001688 


715 


0.013394 


galactosamine (N-acetyl)-6-sulfate 
sulfatase (Morquio syndrome, 
mucopplysaccharidosis type IVA) 
(GALNS), mRNA/cds=(56,1624) 
/gb=NM_000512 /gi=9945384 
/ug=Hs. 1 59479 /len=?2328 


NM_000512 


Hs. 159479 


NP_OpO503 


716 


0.022106 


chromosome 6 open reading frame 49 
(C6orf49), mRNA /cds=(777, 1 71 5) 
/gb=NM_017601 /gi=8922168 

/ug=Hs.3472977len=33l6 


NM_01760t 


Hs.347297 ' " 


NP_06007l 


718 


0.025911 


angiomptin (AMOT), mRNA 
/cds=(797,2824) /gbsNM_1 33265 
/gi=191 1 1 149 /ug=Hs.9271 /len=6888 


NM_1 33265 


Hs.9271 


NP_573572 


722 


0.035177 


glutarnic-oxaloacetic transaminase 1, 
soluble (aspartate aminotransferase 1) 

(G0T1), mRNA/cds=(25,1266) 
/gb=NM_002079 /gi=4504066 
/ug=Hs.597/len=1941 


NM_002079 


Hs.597 


NP_00207p 



I 
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No. 


726 


0.007107 


tyrosine 3-monooxygenase/trypfophan 
5-monooxygenase activation protein, 
gamma polypeptide (YWHAG), mRNA 
/cds=(1 92,935) /gb=NM 012479 : 
/gi=21464100 /ug=Hs,25001 /len=3747 


NM_012479* 


Hs.25001 


NP_036611 


728 


0.013394 


netrin 4 (NTN4), mRNA 
/cds=(452,2338) /gb=iMM_021229 
/gi==24475651 /ug=;Hs. 102541 
/len=3607 


NM^021229 


Hs. 102541 


NP_p67052 


729 


0.02801 


sprout/ 2 (Drospphila) (SPRY2). mRNA 
/cds=(382,1329) /gb=NM_005842 
/gi=22209007 /ug=Hs.18676 /jeh=2126 


NM_005842 


Hs. 18676 


NP_005833 


730 


0.020388 


PTD016 protein (LOG51 136). mRNA 
/cds=(183,809)/gb=Ni\/l 016125 
/gi=21 361 528 /ug=Hs:30l 54 /len=1 91 7 


NM_016125 


Hs.30154 


NP_057209 


731 


0.014946 


mitochondrial ribosomal protein S2i 
(MRPS21), transcript variant 2; nuclear 
gene encoding mitochondrial protein, 
mRNA /cds=(51 9,782) /gb=NM^01 8997 
/gi=16950592 /ug=Hs.81281 /len=939 


NM_018997 


Hs.81281 


NP_1 14107 


733 


0.004367 


squamous cell carcinoma antigen 
recognised by T cells 3 (SART3), 
mRNA /cds=(8,2899) /gb=NM_0147p6 
/gi=21327689/ug=Hs,1 16875 • 

/len=37,76 ■ 


NM_014706 


Hs.1 16875 


NP_055521 


751 


0.007807 


cDNA FLJ38678 fis. clone 
KIDNE2000227. /gb=AK095997 
/gi=21 755370 /ug=Hs.378546 
/len=2292 


AK095997 


Hs.378546 




759 


0.01.1238 


chemokine (C-X-C motif)>eceptor 4 
(CXCR4). mRNA /cds=(89,1 147) 
/gb=NM_003467 /gi=4503174 
/ug=Hs.89414/len==1679 


NM_003467 


Hs.89414 


NP_003458 


761 


0.013394 


caldesmon 1 (CALD1 ), transcript 
variant 1 , mRNA /cds=(230,261 1 ) 
/gb=NM_033138 /gi=,15149460 
/ug=Hs. 325474 /len=3610 


NM_033138 


Hs.325474 


NP_149347 


769 


3.04E-04 


platelet/endotheliai cell adhesion 
molecule (CD31 antigen) (PECAM1), 
mRNA/cds=(194,2410) 
/gb=NM_000442 /gi=21314616 
/ug=Hs.78146/len=3189 


NM_000442 

i 


Hs.78146 


NP_000433 
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Unigene 

Accession 

No. 


Prot in 
Acc ssion 
No. 


770 


0;00856.6 


of Tpm7 (S. cereyisiae) (TOM7), mRNA 

/cc|s^=(94,261) /gb=NM_019059 

/gi=9506858 /ug=Hs. 1 1 231 8 /len=487 


NM_019059 


Hs.112318 


NP_061932 


775 


0.030249 


cbfilin isoform 1 


API 34802 




NP 068733 


796 


0.001501 


poly(rC) binding protein 2 (PCBP2), . 
transcript variant 1, mRNA • 
/cds=(89,1189) /gb=NM_005016 
/gj=14141 167 /ug=Hs.63525/len=1362. 


NM_005016 

J ' \ 


Hs.63525 


NP_1 14366 


797 


0.043799 


C-type (calcium dependent, 
carboliydrate-recognition domain) 
lectin, superfamily member 1 (cartilage^ 
derived) (Cl^ECSFI), mRNA : 
/cds=($0.673) /gb=NM_005752 
/gi=5b31636 /ug=Hs.287364 /len=673 ■ 


NM_005752 


Hs.287364 


NP_005743 


806 


0.040751 


ring finger protein 1 9 (RNF19),' mRNA 
/cds=(31 8,2834) /gb=NM_01 5435 
/gi=1 9923421 /ug-Hs.4832p /len=4357 


NM_015435 


Hs.48320 


.NP^p56250 


807 


0.020388 


KIAA0102 gene product (KIAA0102), 
mRNA/cds=(308,679) /gb=NM_014752 
/gi=7661907 /Ug==Hs.77665 /len=1 370 


NM_014752 


Hs.77665 


NP^055567 


824 


0.047031 


lipoprotein lipase (LPL), mRNA 
/cds=(1 75, 1 602) /gb=NM_do6237 
/gi=4557726 /ug=Hs. 1 80878 /len=3549 


NM_^000237 


Hs. 180878 


NP_000228 


829 


5,11E-94 


zinc firicier protein 1 03 (mouse) 
(ZFP103), mRNA/cds=(923,2980) 
/gb=NM_005667 /gi=5031824: 
/ug=Hs 155968 /len=3423 


NM/;005667 


Hs.155968 


NP_005658 


830 


0.02801 


signal transduceir and activator of 
transcription 1. 91 kDa (STAT1). 
transcript variant alpha, mFINA 

/cds=(352,2604) /gb=NM_007315 
/gi=2 1 536299 /ug=Hs.21 486 /len=41 57 


NM_007315 


Hs.21486 


NP_644671 


832 


0,014599 


heat shock 105kD (HSP105B), mRNA 
/cds=(314,2758) /gb=NM_006644 
/gi=5729878 /ug=Hs.36927 /len=3448 


NM 006644 


Hs.36927 


NP_006635 


834 


0.004367 


tetraspan 3 (TSPAN-3), mRNA 
/cds=(21 8,979) /gb=NM_005724 
/gi=21264581 /ug=Hs.lb0090 
/len=1842 


NM_0d5724 


Hs.100090 


NP^005715 
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G ne 
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No 


Prptelh 
Accession 

Nn 


835 


0.010277 


likely ortholbg of rnou$e tumor 
differentially expressed 1 , like (TDE1 L), 
mRNA /cds=(76, 1 437) /gb=N M_020755 
/gi=24308212 /ug=Hs.146668 ■ 
/|pn='^149 


NM_020755 . 


Hs. 146668 


NP_065806 


839 


0.03788 


KIAA0781 ' ^ 


AB018324 






841 


0.035177 


v-Ki-ras2 KirBteh rat sarcoma 2 viral 
oncogene (KRAS2); transcript variant a, 
mRNA /cds=(1 82.751 ) /gb=NM_033360 
/ni=1*i71ft769 /iin=H<; 4'^'^714 

/Ien=1486 


NM^033360 


Hs.433714 


NP_203524 


843 


0.025911 


CDC42 effector protein (Rho GTPase 
binding) 3 (CDG42EP3), mRNA 

/OUO — lfOO//yU — IMlVI U\JU't*+I7 

/gi=1 9923355 /ug=Hs,260024 
/len=2768 


NM_006449 


Hs.260024 


NP_006440 


845 


0.007107 


tetratricopeptide repeat domain 3 
(TTC3), mRNA/cds=(1470,7547) 

/ug=Hs.1 18174 /len=9078 


NM_0d33i16 


Hs.118174 


NP^003307 


857 


0.018784 


mitochondrial carrier 1 (MTCHI j, 
nuclear gene encoding mitochondrial 

nrntpin mRWA /rriQ=M 1 1 

/gb=NM_014341 /gi=7657344 
/ug=Hs.279939 /len=1890 


NM_014341 


Hs,279939 


NP^055156 


858 


0.025911 


calpastatin (CAST), transcript variant 2, 
mRNA /cds=(1 55,221 5) 
/gb=NMJ 73060 /gi=27765084 


NIVIJ73060 


Hs.359682 


NP_775085 


opo 




ribonucleoprotein M (HNRPM), 
transcript variant 1, mRNA 

/cds=(231 .2423) /gb=NM_605968 

/ni=141411M /iin=H<; 7Q094 /\f^n=97C)'\ 
/yi — i*tI'ti I \j I 1 uy — no. i c7\j^*t / ici ^ i \Jo 






MP 112480 


865 - 


0 035177 


mitochondrion, complete genome 


NC 001807 






869 


0.023945 


receptor associated protein 80 
(RAP80), mRNA /cds=( 11 0,2269) 
/nh=NM 01R9Q0 /ai=21361'5Q2 
/ug=Hs.7889/len=2516 


NM_016290 


Ms.7889 


NP_^d57374 


871 


0.030249 


phosphodiesterase 4D interacting 
protein (myomegalin) (PDE4PIP), 
mRNA /cds=(658 4056) 
/gb=NM 014644 /gi=11036643 
/ug=Hs.265848 /len=5676 


NM_014844 


Hs 265848 


NP^055459 


873 


0.015895 


dynactin 4 (p62) (DCTN4). mRNA 
/cds=(22, 1 404) /gb=NM_01 6221 
/g 1=1 9923450 /ug=Hs.328865 
/len=3837- - _ . _ . . 


NM_016221 


Hs.328865 


NP^057305 
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874 


0.032636 


proline rich 2 (PR0L2), mRNA ' 
/cds=(1 14,1 097) /gb=NM_00681 3 
/gi=5802981 /ug=Hs.75969 /len=2061 


NM_006813 


Hs.759.69 


NP_006804 


879 


0.017288 


laminin, beta 1 (LAMB1), mRNA 
/cds=(336,5696) /gb=NM_002291 
/gi=4504950 /ug=Hs:82l24 /len=5831 


NIVI 002291 


Hs.82124 


NP_002282 


880 


0.012276 

' r 


mRNA; cDNA DKFZp667p087 (from 
clone DKFZp667D087) /gb=AL833217 
/gi=21733848 /ug=Hs.348420 
/leh=3440 * 


AL833217 


Hs.348420 




884 


0.025911 


603031929T1 NIH_MGCJ15cDNA 
clone IMAGE:51 73326 3\ mRNA 
sequence 7clone=IMAGE:51 73326 
/clone_end=3'7gb=BI490626 ' • 
/gi-1 5329854 /ugFHs.347727 
/len=1255 


BI490626 


Hs.347727 




887 


0.025911 


polyadenylate binding protein- 
interactirig protein 1 (PAIP1), mRNA 
/cds=(188,1627) /gb=NM_006451 
/gi=17511254 /ug=Hs.109643 
/len=2764 


NM^006451 


Hs. 109643 


NP_006442 


889 


0.025911 


ribosomal protein L5 (RPLS), mRNA 
/cds=(63 '956 V/ab=NM 000969 
/gi=14591908 /ug-Hs. 180946 : 
/len=1033 


NIVI_000969 


Hs. 180946 


NP_000960 


890 


0.03788 


tropomyosin 1 (alpha) (TPM1), mRNA 
/ccls=n51 1005Wab=NM 000366 
/gi=27597084 /ug=Hs.77899 /leh=1265 


NIVI_000366 


Hs.77899 


NP_00p357 


891 


8.58E-05 


ubiquitin-conjugating enzyme E2E 3 
(UBG4/5 yeast) (UBE2E3), mRNA 
/cds=n20 743Wab=NM 006357 
/gi=5454145 /ug=Hs:4890 /leri=1294 


NM^006357 


Hs.489d , 


NP^006348 


892 


0.002096 


transmembrane 4 superfamily membei- 
6 (TM4SF6), mRNA/cds=(1p4.841) 
/ab=NM 003270 /ai=21 2651 15 
/ug=Hs.121068/len=2069 


NM_003270 


Hs.121068 


NP_003261 


894 


0.001878 


splicing factor, arginine/serine-rlch 1 1 
(SFRS11). mRNA/cds=(125,1579) 
/gb=NM_004768 /gi=231 1 1060 
/ug=Hs.433581 /len=2775 


NIVI_004768 


Hs.433581 


NP_004759 


896 


0.006463 


hypothetical protein FLJ32949 
(FLJ32949), mRNA /cds=(1, 2277) 
/gb=NI\/l_173812 /gi=27883873 
/ug=Hs. 125472 /len=2277 


NIVI_173812 


Hs. 125472 


NP_776173 
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899' 


0.017288 


chromosome 21 open reading frame 59 
(G21orf59). mRNA /eds=(361 .777) 
/ab=NM 017835 /ai=8923436 
/ug=Hsr5811 /len=1245 


NM_017835 


Hs.5811 


NP_067077 


900 


0.032636 


RAB1 1A, member RAS oncogene 
family (RAB11 A), mRNA 
/cds=(1 04,754) /gb=;=NM_004663 
/ni=2014Q'54<3 /un=H<4 yifilfi /lpn=2474 


NM_b04663 


Hs.75618 


NP_004654 


901 


1.53E^04 


signal transducing adaptor molecule 
(SH3 domain and ITAM motif) 2 

/gb=NM_005843 /gi=21 265030 . 
/ug=Hs.17200/!en=3928 


NM_005843 


Hs. 17200 


NP_005834 


902 


0.002602 


H2A histone family, member Z 
(H2AFZ), mRNA /cds=(1 07,493) 
/ab=NM 002106/01=20336749 
/ug=Hs.Tl9192/len=873 


NM_Q02106 


Hs.1 19192 


NP_002097 


903 


0.007107 


S100 calcium binding protein Aip 
(annexin 11 ligand, calpactin I, light 
DolvDGDtide ^Dl11ll fSIOOAlOV mRNA 
/cds=(1 12,405) /gb=NM_002966 
/gi=450676b /ug=Hs.40O25O /len=649 


NM_002966 


Hs.400250 


NP1^002957 


904 


0.015895 


tumor susceptiljility gene 101 

/gb=NM_006292 /gi=1876S712 

/ug=Hs.1 18910 /len=1550 


NM_006292 


Hs.1 18910 


NP_006283 


905 




mRNA /cds=(26.1 195) /gb=NM_014814 
/gi=7661 91^3 /ug=5Hs.23488 /len?= 1 308 


Mi\yi" ni4fli4 


Hs.23488 


NP_055629 


90& 


0.02801 


transaldolase 1 (TALDOI), mRNA 
lcd^=('^^ 10f?4Wnh=NM nnRTSS 
/gi=5803186 /ug=Hs.772907len=1319 


NIVI_006755 


Hs.77290 


NP_0C)6746 


919 


0:011238 


putative protein tyrosine phosphatase 
(PTEN) mRNA, complete cds 
/cds=(1,1212)/gb=U93051 /gi=1916351 
/ua=Hs 356062 /len=1212 


U93051 


HS!.356062 


NP^0P0305 


936 


0.018784 


membrane-bound transcription factor 
orotease site 2 ^MBTPS2V mRNA 
/cds=(100,1659) /gb=NM_015884 
/gi=7706692 /ug=Hs.350970 /len=1759 


NM_015884 


Hs.350970 


NP_056968 


951 


0.015895 


CDC-like kinasel (CLK1), mRNA 
/cds=(156,1610) /gb=NM_004071 
/gi=4758007 /ug=Hs.2083 /len=1834 


NM_004071 


Hs.i2083 


NP^004062 
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:953 


0.001501 


ifiRNA for KIAA0592 protein, partial 

COS. /CQS—{ \ ^hUO^i /yD— oDU I 1 \0h 

/gi=3043707 /ug=Hs.439367 /len?;4623 


AB'0li164 


Hs.439367 




958 


0.014599 


cathepsin B (CTSB), transcript variant 
2, mRNA/cds=(314,1333) 
/gD-NM_14/ /oU /gi-zzooo4oU 

/ug=Hs.297939/len=2140 


NMJ47780 . 


Hs.297939 


NP_68p093 


961 


0.035177 


SON DNA binding protein (SON), 
transcript variant e, mRNA 

/CaS-lOU,Do/D) /gp-NM_Upo1 GO 

/gi=21040317 /ug=Hs.92909 /len=8482 


NM_058183 


Hs.92909 


NP_62Q305 


965 


0.015895 


testis enhanced gene trariscript 
ptvji), mKiNA/cas—^Hij/o^j 
/gb=NM_003217 /giM507432 
/ug=Hs.74637 /|en=2600 


NM^003217 


Hs.74637 


NP^oo3208 


966 


0.02801 


CGI-81 protein (DREV1). mRNA 
/Cds=(249,1 100) /gb=NM_01 6025 
/gi^iyyzo44o /ug— ns.Zf.yopp 
/len=3163 


NM_dl6d25f; 


Hs.279583 


NP_05710? 


967 


0.015895 


hepatoma-derived grovvtti factor (liigh- 
mobility group protein l-like).(HDGF), 

mRNA/cds=(316.1d38) 

/gD-N!VI_UU44y4 /gi-4/OODlD 

/ug-ns.oyo^iD /len— zo/b 


NM_004494 


Hs.89525 


NP^04485 


969 


0.022106 


cisplatin resistance-associated 
overexpressed protein {LUC7A), mRNA 
/cds=(154,1452) /gb=NM_016424 
/gi=:1 9923484 /ug=Hs.3688 7leri=3451 


NM^qi6424 


Hs.3688 


I'll I'Ov/O = 


97' ' 


0.04/U31 


mitochondrion, complete genome 


NL/ UUloU/ 






975 


0.006463 


aldo-keto reductase family 1, member 
A1 (aldehyde reductase) (AKR1A1),' 
transcript variant 1 , mRNA 

/CuS— (4D0, 144Z) /gD— NIVI_UUpUpD 

/gi-24497575 /ug=Hs:432896 , . 
/Ien=1556 


NM^006066 


Hs.432896 


MP fiQ7n51 ' 


977 


O,012i276 


pyruvate dehydrogenase (lipoamide) 
beta (PDHB^ mRNA /cds=n 9 1098V 
/gb=NM_000925 /g(=4505686 
/ug=Hs.979/len=1501 


NM^000925 


Hs.979 


NP_0OO916 


978 


0.025911 


cyclin D binding myb-jike transcription 
factor 1 (DMTFlj, mRNA 
/cds=(276,2558) /gb=NM_021 145 
/gi=10863946/ug=Hs.5671 /len=3767 


NM_021145 


Hs.5671 


NP_066968 : 
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Kin 


981 


0.030249 


wingless-type MMTV integration site 
family, member 5A (WNT5A), mRNA 
/cds=(758, 1 855) /g'b=NM_G03392 
/gi=i/4U/:yi/ /ug-ns.iozzip 
/len=4428 


NM_003392 


Hs. 15221 3 


NP^003383 








983 


0.020388 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide (RIG^I), mRNA 
/cas=( 159,2936) /gp-Nlvl_01.4314 
/gi=27881481 7ug=Hs.145612 ; 
/len=4372 . 


NM_014314 


Hs. 14561 2 


NP_055129 


992 


0.020388 


cherribkine (CtX-C motif) ligjand 3 
(CaCL3), mRNA /CgS-(78,39o) 
/gb=NM_002090 /gi=4504156 
/ug=Hs:89690 /|en=1064 


NM_002090 


Hs.89690 


NP_(502081. 


993 


"0.012276 


CREB binding protein (Rubinstein-Taybi 
syndrome) (CRcpBR), mKNA 
/cds=( 1 99.7527) /gb=NIVi:.004380 ; 
/gi=4758055 /Lig=Hs.23598 /len=8694 


NIVI_004380 

'J 


Hs.23598 


NPv004371 


1000 


0.043799 


bradykinin receptor B2 (BDKRB2),; 

mRNA /CdS-(14z, 131 /) 
/gb=NM_d00623 /gi=17352499 
/ug=Hs.250882 /len=4267 


NM_000623 


Hs.250982 


NP^000614 


1001 


0.017288; 


RAD23 B (S; cerevisiae) (RAD23B), . 
mRNA /CdS=(352, 1581) 
/gb=NM_.002874 /gi=1 99241 38 
/ug=Hs.404283 /len=2943 


NM_0O2874 


Hs,404283 . 


NP_002865 


1002 


0.002893 


NP220 nuclear protein (NP220), mRNA 
/cdS=(31 5,6251) /gb-Nlv!_014497 
/gi=21626467/ug=Hs.169984 ' 

/len=6570 - 


NM_014497j 

t 


Hs. 169984 


NP3055312 


1003 


0.002602 


ribosomal protein S25 (RPS25). mRNA 
/cds={64.441) /gb=NM^001028 
/gi=14591916/ug=Hs.409158 /len=514. 


NM_001028 


Hs.409158 


NP_001019 


1004 


0.001193 


fibroblast growth factor receptor 2 
(bacteriarexpressed kinase, 
keratinocyte growtli factor receptor, 
craniofacial dysostosis 1 , Crouzpn 
syndrome, Pfeiffer syndrome, Jackson- 
Weiss syndrome) (FGFR2), transcript 
variant 10, mRNA /cds=(594.2960) 

/go— iNivi uzouzo /gi^ lo 1004CO0 

/ug=Hs,278581 /|en=4667 


NM_023028 


Hs.278581 


NP_0.75420 


1011 


0.032636 


v-raf-1 murine leukemia viral oncogene 
1 (RAF1), mRNA /cds=(1 30,2076) 
/gb=NM_002880 /gi=4506400 
/ug=Hs,349650 /len-2977 


NM_OO2880 


Hs.349650 


NP_002871 
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1015 


0,006463 


actinin, alpha 1 (ACTN1), mRNA ~ 

/COS— ( i04,4<50/.; /yD— iNi\n_UU 1 lUii 

/gi= 1 2025669 /ug=Hs. 11 9000 

/len=3398 " . . 


NM_pO1l02 


Hs.1 19000 


NP_^001093 

r - 


1024 


O.O09388 


5T4 oncofetal trophpblast glycoprotein 

(Dl4), mKI\A/CCIS— (oo,lp4r) 
/gb-NM_006670 /gi=572971 7 
/ug-Hs.82128/leri=2053 


NM_P0667d " 


Hs.82128 


NP_006661 


1030 


0.007807 


px1 9-like protein (PX1 9), fnRNA 
/eas-(l 77,806) /gD-Nlvl_Ol 3237 
/gl=701 9508 /ug=Hs,279529 /len=1 217 


NM_013237 


Hs:2795i29 


NP_037369 


1031 


0.03788 


decorin (DCISI), transcript variant A1, 
mRNA,/cds=(20p,1279) . 

/gD-NM_uuiyzu /gi- iy/4oo44 
/ug^Hs.433989/len=1751 / 


NM_001920 


Hs.433989 


NP_598014 


1035 


0025911 


NADH dehydrogenase (ubiquinone) 1 
aipna suDcompiex, 4, oKua (NUUrAz), 
mRNA /cds=(57,356) /gb=NM_002488 
/gi=4505354 /ug=Hs 1 63867 /len=590 


NM_002488 


Hs.1 63867 


NP_002479 


1043 


0,022106 


mRNA for K|AA1376 protein, partial 
cds. /cds=(144,1457) /gb=AB037797 

/gi=7243132 /ug=Hs.24684/len=4131 


AB037797 


Hs.24684 




1054 


o.ozoyi 1 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 5, i3kDa' • 
(NDUFA5), nuclear gene encoding 
mitpchondrlal protein, mRNA 

/CdS-(110,4D0) /gD=NI\/l_00500U 

/gi=13699921 /ug=Hs.83916 /len=1550 


KIAil AACAAA 

NI\/l_0u500U 


rlS.po91o 


NP_004991 


"1 ACT 

1057 


0.0o5177 


mKNA for rviAAioOa protein, partial 
cds. /eds=(1,1423) /gb=AB046829 
/gi=1 5425661 /ug=Hs. 14449 /len=4683 


Ap04Do29 


Hs.1 4449 




1059 


0.035177 


clone IMAGE:4993796, mRNA 
/gD— duuhuu/o /gi— ^040004/ 
/ug=Hs.322437 /len=2265 


BC040073 


Hs 322437 




lUDl 


y.4pb-U4 


synaptosornal-associated protein, 
25kDa (SNAP25), transcript variant 1, 
mRNA /cds=(213.833) /gb=NM_003081 
/gi=1 8765732 /ug?Hs.84389 /len=2053 


iNivi_uuoyoi 


Lie* QylOQO 

nS.o4ooy 


NP_570824 


1064 


0.001459 


mitochondria solute carrier protein 
(iVlSCP) 


AY032628 




NIP hRin4Q 


1081 


0.01167 


glutaredoxin (thioltransferase) (GLRX), 
mRNA /cds=(16,336) /gb=NM_002064 
/gi=4504024 /ug=Hs.28988 /len^1328 


NM_002064 


Hs.28988 


NP_002055 
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opot 


p-value 


Pescription 


Accession No. 


uniyen 
Accession 

No. 


Protejn 
No. 


1090 


0.014599 


protein phosphatase methylesterase-1 
(PME-1), mRNA7ccls=(100,1260) 
/gb=NM_016147 /gi=7706644 

/Ug— nS.pooU4 /len— z4o4 


NM^016147 


Hs.63304 


NP 057231 


1093 


0.025911 


hypothetical gene AK023725 
(LOC92923) 


XM_048072 






^ 4 A 
1111 


U.UZUooo 


nypotneticai protein (MoKL/Uip), itikina 
/cds=(39.233) /gb=NM_01 5933 
/gi=7705430 /ug=Hs.397853 /fen=384 




ns.oy /Opo 


NP_057d17 . 


1113 


O.043799 


niscnann (NibOH), mKNA 
/cds=(27,4541) /gb=NM_007184 
/gi=60b5787 /ug=Hs;26285 /|en=5132 


IMIvi_yU/1o4 


ris.zozoo 


NP_009115 


1115 


'0.043799 


H3 higtbne, family 3A (H3F3A), mRNA 

/rsAt>—iAACi coc\ /^K— MA/I nno^n7 
/CaS^(11p,Oz:D) /gD^NM_UUz1U/ 

/gi=22027640 /ug=-Ks.181307 
/len=1047 


NM_002107 


Hs.181307 


NP_002098 


1119 


0.006325 


pp9974 mRNA, complete cds 

/CgS— (^UUy.^OOU ; /gu— Arol 0004 
/gi=1 8027855 /ug=Hs.251 664 
/len=2630 


AF318382 


Hs:251664 




1131 


0.013394 


actinin, alpha 1 (ACTN1), mRNA 
/CaS-(1o4,zODZ) /gD-iMivi_uunu^ 
/gi=1 2025669 /ug=Hs..1 1 9000 
/len=3398 


NM.^001102 


Hs. 11 9000 


NP_001093 


1148 


0.025911 


CHLORIDE INTRACELLULAR 
CHANNEL PROTtlN 1 (NUCLEAR 
CHLORIDE JON CHANNEL 27) 
(NCC27) (P64 CLCP) (aa 2e-14 92%) 


Q9Z1Q5 






1163 


0.007807 


reticulon 4 (RTN4), mRNA 
/eas^(24o,3823) /gb.T^NM_020532 
/gi=24638438 /ug=Hs.6545Q /len=4166 


NM_d20532 


Hs.65450 


NP_722550 


1177 


0025911 


cDNA FLJl 1739' fis. clone 
HEMBA1005497.7gb=AK021801 
/gi=1 0433061 /ug=Hs.301626 

/len-zobb 


AK021801 


Hs.3d1626 




1187 


0.02801 


serine (or cysteine) proteinase inhibitor, 

antitrypsin), member 1 (SERPINA1), 
mRNA/cds=(233.1489) 
/gb=NM_000295 /gi=2l361 197 
/ug=Hs.297681 /len=1584 


NM^000295 


Hs.297681 


NIP 000786 


1200 


0006463 


hypothetical gene supported by 
XM_000590 (LOC59176) 


XM_000590 
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Genes Corr sponding To Differentially Expr ssed Genes in Figure 20 - RA 




Spot 


p^value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


1207 


0,021 


PTPiRF interacting protein^ binding 
protein 1 (liprin beta 1) (PPFIBPI)r 
mRNA/cds=(241,3258) 
/gb=NM_003622/gi-4505986 

/uy— nS. loOiiU/ /len— 4UiiO 


NM_003622 


Hs. 133207 : 


NP_803193 


1210 


0.007807 


NADH dehydrogenase (ubiquinone) Fe- 
S protein 1 , 75kDa (NADH-coenzyme Q 
reductase) (NDUFS1), mRNA 
/cds=(85.2268) /gb=NM_005006 
/gi=28269700 /ug=Hs,8248 /len=2382 


NM_005006 


Hs.8248 




1212 


0.03788 


suppression of tumorlgenicity 13 (colon 
carcinoma) (Hsp70 interacting protein) 
(STl3),mRNA/cds=(144,1253) ' 
/gb=NM_003932 /gi=21 237722 
/ug^ris.ny/^:^ /len— Piii4 


NM_003932 


Hs. 119222 




1222 


0.047031 


zinc finger protein 9 (a cellular retroviral 
nucleic acid binding protein) (ZNF9), 
mRNA /cds=(1 03.636) /gb=NM_:.003418 
/gi=4827070 /ug=Hs.21 10 /len=1500 


NM_003418 


Hs.2110 


NP^0p3409 


1236 

1 


0.035177 


matrix metatloprbteihase 9 (gelatinase 
B, 92kDa gelatinase, 92kDa type lY 
cojlagenase) (MMP9), mRNA 

/CuS— (20,214o) /gpT-NM_004ay4 

/gi-48i26835 /ug=Hs. 1 51 738 /|en=2334 


NM_004994 


iHs.l 51738 


IN r _uu4yoo 


1244 


0.011447 


KIAA0625 prot^ih (KIAA0625). mRNA 

/cas-(zD / ,z / 0 o) /gb-Nlvl_ui oU4b 
/gi=7662211 /ug-Hs.154919 /ien=3097 


N.M_015p46 


Hs. 15491 9 


NP_055861 


1246 


0 033876 


mRNA; cDNA DKFZp686B21lO '(from 
clone DKFZp686B21 10) /gb=AL832120 
/gi=21 732663 /Ug-Hs.432506 

/len— 4ooo 


AL832120 


Hs.432506 




1254 


0.005325 


DKFZp586l0923 (from clone 
DKFZp586l0923) 


AL050218 






. 1260 


0.040751 


F-box only protein 2 (FBX02), mRNA 
/cds=f343 1233) /ab=NM 012168 
/gi-15812197 /ug=Hs.132753 
/len=1551 


NM_012168 


Hs. 132753. 


NP_^036300 • 


1261 


0.002565 


cDNA FU 11971 fis. clone 
HEMBB1001208. /gb=AK022033 
/gi=10433350 /ug:?Hs.121806 
/len=2355 


AK022033 

^ 


Hs.121806 
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G nes Corresponding To Diff r ntially Expressed Gen s In Figure 20 • RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


1275 


0.002337 


gp25L2 protein (HSGP25L2G). rtlRNA 
/CCIs=(7d,720) /gD=NM_017olO 
/gi=24475637 /ug=Hs.279929 
/len=142q 


NM_017510 


Hs.279929 


NP_059980 


1327 


0.035177 


peptide transporter 3 (PHT2), mRNA 

/cds=(235, 1 980) /gb=NM_01 6582 
/gi=7706116 /ug=Hs.237856 /len=2113 


NM^016582 


Hs,237856 


NF»_057666 


1328 


0.003563 


mRNA for KIAA0841 protein, partial 
cds. /cds=(1 ,1 926) /gb=AB020648 
/gi=42401 70 /ug=Hs.7426 /leh=4283 


AB020648 


Hs,7426 




1345 


0.001193 


VVW domain binding protein 1 (WBP1), 
mRNA /cds^(1 54,963) /gb=NM^012477 
/gi=244301 30 /ug=Hs:7709 /len=1 1 83 


NM_d12477" 


Hs.7709 


NP_036609 


1348 


0.002297 


COI4A1 gene, 3' 


X92395 ' 






1360 


0.025911 


chromosome 15 open reading frame 1& 
(C15orf15), mRNA /cds=(144,635). 
/gb=NM_01 6304 /gi=1 8491 027 
/ug=Hs.284162/len=1487 


NM_0l63p4 


Hs.284162 


Nl?_057388 " 


1376 


0.013394 


chaperonin containing TCPl, subunit 5 
(epsiion) (CCT5). nriRNA 
/cds={92.1717) /gb=NM_012073 

/gi=24307938 /ug=Hs, 1 600 /len=1 961 


NM_012d73 


Hs.1600 


NP_036205 


1401 


0.00587 


prosaposiri (variant Gaucher disease 
and variant metachromatic 
leukodystrophy) (PSAP), mRNA 
/cds=(39.1613) /gb=NM_002778 
/gi=1 1386146 /ug=Hs.406455 
/len=2767 


NM_002778 


Hs.406455. 


KID nAO"7eri 

Nr_UUz/Dy 


1406 


0.004367 


fibrillin 1 (Marfan syndrome) (FBN1), 
mRNA /cds=( 134.8749) 
/gb=NM_000138 /gi=2443014Q 
/ug=Hs.750 /len=9749 : 


NM_000138 


Hs.750 


NP_000129 


1407 


3.95E-04 


zinc finger protein 9 (a cellular retroviral 
nucleic acid binding protein) (ZNF9), 
mRNA/cds=(103.636) /gb=NM_003418 
/gi=4827070 /ug=Hs.21 10 /len-1500 


NM_003418 


Hs.2110 


NP_003409 


1408 


2.32E-04 


dihydrolipoamide dehydrogenase (E3 
component of pyruvate dehydrogenase 
complex, 2-oxo-glutarate complex, 
branched chain keto acid 
dehydrogenase complex) (DLD), 
mRNA/eds=(83,1612)7gb=NM_000108 
/gi=5016092 /ug=Hs.74635 /len=2320 


NM_q0dl08 


Hs.74635 


NP_000099 
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Spot 


P-valu 


bescription 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


1409 


0.014599 


KDEL (Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 2 
(KUtLKz), mKNA/cas=i(13,D51) 
/gb=NM 006854 /gi=8051 609 
/ug=Hs.372755/len=1153 


NM_006854 


Hs.372755 


NP_006845 

. -.J 


1410 


0:003947 


fragile X mentarretardation, autosornal 
1 (FXR1). mRNA/cds=(13.1878) 
/gb=Nlvl_OOoOo7 /gi=4o2D7o5 
/ug=Hs.82712/len=2132 


NM_005087 


Hs.82712 


NP_005078 

> 


1413 


9.43E-04 


vacuolar protein sorting 29 (yeast) 
(VPS29) transcript variant 2, mRNA 
/cas=(6T,621) /gb=Nlvl_057180 
/gi=1 7402911 /ug=Hs.69192 /len=1107 


NM_057180 


Hs 69192 


NP_476528 


• ^v 


0.03788 


phosphoglycerate mutase 1 (brain) 
(PCjAMI), mHNA /CdS^(32,79p) 
/gb=NM_002629 /gi=4505752' 
/ug=Hs.181013/len=1709 


NM_002629 


Hs. 181 01 3 


NP_002620 


1418 


0.030249 


voltage-dependent anion channel 2 
(VDAe2), mRNA /cds=(63,947) 
/gb-NM_003375 /gi=4507880 
/ug^ HS. 78902 /len- 1404 


NM_^003375 


Hs:78902_ 


NP_p03366 


1419 


0 030249 


CD74 antigen (invariant polypeptide of 
major histocompatibility complex; class 
II antigenrassociated) (CP74). mRNA 
/cas=(8,706) /gb^NM_004355 
/gi=1 0835070/ug=Hs.84298 /len=1 304 


NM_004355 


Hs.84298 


KID rtrtA'S/iii 
lNr_UU»lo40 


1426 


.0.032636 


chembkine (C-C motif) llgand 13 
(CCL13), mRNA/cas=(76,372) 
/gb=NM_005408 /gi=22538799 
/ug=Hs il383 /len=861 


NM_005408 


Hs 11383 


NP_005399 


1430 


0.001339 


synovial sarcoma, X breakpoint 2 
interacting protein (SSX2IP), mRNA 
/cds=(265.2109) /gb=NM_014021 

/gi-/bbzoo1 /ug-ns.z2oo/ /len-oooo 


NM_014021 


Hs.22587 


NP_0.54740 


1442 


6.56E-04 


amyotrophic lateral sclerosis 2 
(juvenile) chromosome region, 
candidate 3 (ALS2GR3), mRNA 
/cds=(382,3126) /gb=NM_015049 
/gi— 1 ouz / o / y /ug—nSi 1 04Z^o 
/len=6470 


NM_015049 


Hs. 154248 


l>lr^U00oD4 , 


1443 


0.0^)168 


cDNA FLJ 131 06 fis, clone 
NT2RP3002455. highly similar to 
mRNA for KIAA0678 protein. 
/gb=AK023168 /gi=1 0434970 
/ug=Hs. 12707 /len=3985 


AK023168 


Hs. 12707 
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denes 


Corresponding To Differentially Expressed Genes in Figure 20 - 
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Spot 


p~vciiue 


uescnpiipn 


Gens 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Acces^sipn 
No. 


1445 


6.35E.05 


nuclear receptor coactivator 6 

^INv-/CAO^ rnKINM fCQS—\/L/00,O fO\j) 

/gb=NM_^014071 /gi=7661975 
/ug=Hs:i59613/len=9301 


NM_014071 


Hs. 15961 3 


NP_054790 


1449 


0;047031 


apoptosis related protein APR-3 (APR- 
3), transcript variant 1, mRNA 
/Cus— (ooDjOo 1 j/go—iNivi^uiDUoo 
/gi=1810501 1 /ug=Hs.9527 /len=1086 


NIVI_^016085 


Hs9527 


NP_542159 


1453 

... i 


0.030249 


nfiethyl-CpG binding domain protein 2 
(MBD2), transcript variant testis- 
speeific, mRNA7cds=(230, 1 1 38) 
/gb=NM^015832 /gi=21464120 
/ug— ns.4po/4 /ien^4/yii 


NM_015832 


Hs.25674 


NP1.056647 




0.032636 


Wlllianis^Beuren syndrome 
chromosome region 1 (WBSCR1 ), 
transcript variant 1, mRNA /cds=(9,755) 

/ug=Hs.180900;/len=2546 


NIVI^022170 


ns, louyuu 




1459 


0,023945 


GABA(A) receptor-associated protein 

^oMpAKMr'^, mKlNA /cos— ^ !U0,400; 

/gb=NM_007278 /gi=6005763 
/ug=Hs.77197len=924 


NM_0p7278 


Hs.7719 


NP_009209 


1461 


0,018784 


phosphoglycerate kinase 1 (PGK1 ), 
mKINA /CQS-( /U, 1 040) /gp-NM UUUzy 1 
/gi=22d95338 :/ug=Hs.78771 /len=2338 


NIVI_000291 


Hs.78771 . 


NP_000282 


1465 


0.02801 


splicing factor 3b, subunit 1, 155kDa 
(orobl), mKNA/Cas-(1,oy lO; 
/gb=NM_012433/gi=6912653 
/ug=Hs.334826 /len=4259 


Nl\/l_0 12433 


Hs.334826 


NP4036565 


1475 


2;32E-04 


KIAA0193 gene product (KIAA0193). 
mKNA /cas— (ooo, 1 oyo j 
/gb=NM_014766 /gi=7661983 
/ug=Hs.75137 /len=5076 


NM_014766 


Hs.75137 


NP_055581 


1478 


0.018784 


interferon induced transmembrane 
proiein i (y-z/ j (iri i ivn j, mKNA 
/cds=(1 11 ,488) /gb=NM_003641 
/gi=4504580 /ug=Hs.366 /len=647 


NM_003641 


Hs.366 




1490 


0.047031 


ARP3 actin-related protein 3 (yeast) 

/AP'TDQ\ mDKIA //^rlc — /O i A A~70\ 

\f\\^\y\o)\ mKINA /CuS— (ZIO, 

/gb=NM_005721 /gi=7262289 
/ug=Hs.380096 /len=2189 


NM_005721 


Hs.380096 


NP_005712 


1494 


0.032636 


basic leucine zipper arid \N2 domains 2 
(BZW2), mRNA/cds=(163,1422) 
/gb=NM_bl4038 /gi=7661743 
/ug=Hs.5216/len=1869 . 


NM_014038 


Hs.5216 


NP^054757 
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opOl 


p!^vaiuG 


uescripiion. . 


Geno . 

Accession No. 


Uhigene 

Accession 

No. 


Protein 

Accession 

No. 


1498 


0.016299 


guanine nucleotide binding protein (G 
protein), gamma 5 (GNG5), mRNA 

/^rlo — RAr\\ /rth»— r\r\Ri~7A 
/CaS— \oo4,04Uj /gD— NIvl UUOZ/4 

/gi=4885286/ug=Hs.424138 /len=698 


NM_005274 


Hs.424138 


NP_005265 


1499 


0.006463 


ectonucleotide 

pyrophosphatase/phosphodiesterase 1 
(ENPP1), mRNA/cds={1 73,2794) 
/gD-rNM_UUbiiUp /9i--1^^i44b/o 
/ug=Hs.11951/len=3493 * 


NM_G062G8 


Hs:ii951 


NP_0061S9 


1502 


0.040751 


putative dimethyladenpsine transferase 
(noA9/b1), mKNA/CdS-(79,1020) 
/gb=NM_014473 /gi=7657197 
/ug=Hs. 12581 9 /len= 1505 


Niyi_0i4473 


Hs. 12581 9 


NP_055288 




U.UUOoOo 


sepiin z (otrZ) nriKNA, partial cos 
/cds=(1 , 1 528) /gb=AF1 79995 
/gi=9957543/ug=Hs.80712/len=4344 


Ari^yyyp 


nS.o.U712 




..1519 


0.043799 


step II splicing factor SLU7 (SLU7), 

mKINA /CaS-(o4, lo4Zj /go— lNlVI_yUD4zO 

/gi=27477110/ug=Hs.356551 
/Ien=2030 - ' 


NM_006425 '■ ■ 


Hs.356551 . 


NP_006416 


1522 


0,043799 


G protein-coupled receptor 64 

(orKD4), mKI\A/CaS-((0,oT1/) 

/gb=NM_005756 /gi=5031732■ 
/ug=Hs.184942/len=4665 


NM_005756 


Hs. 184942 


NP_005747 


1524 


0.001339 


zincfihger protein 133 (clone pHZ-13) 
(ZNr 1 oo), mKNA/cas-(obU, 2521) 
/gb=NM_003434 /gi=27545331 
/ug=Hs.78434/len=2718 


NM_003434 . 


Hs.78434 


NP_003425V 


1525 


0.011238 


hypothetical protein FLJ 1 0706 
(rLJ1070p). mKNA /CdS^(47o,2oo4) 
/gb=NM_01 81 86 /gi=892,2604 
/ug=Hs.273193 /len=2732 


NM_018186 


Hs.273193 


NP_06p656 


1526 


0.022106 


similar to rat myomegalin (LOC64182), 

mKlNA /Cas-(oob,12bo) 

/gu— iNivi_U22ooy /gi-zioi4/uo 

/ug=Hs.333512/len=1717 


,NM_q22359 


Hs.333512 


NP_Q71754 


1528 


0.035177 


tubulin, alpha, ubiquitous (K-ALPHA-1), 
mRNA /cds=(68.1423) /gb=NM J06082 
/gi=51 74476; /ug=Hs.334842 /len=1 596 


NM_006082 


Hs.334842 


NP_006073 


1546 


O.035177 


Maternally expressed 3 


AK092707.1 


Hs. 112844 




^ 1553 


0.0i03563 


lymphocyte cytosolic protein 1 (L- 
plastin)(LCP1), mRNA 
/cds=(174.2057) /gb=NM_002298 
/gi=7382490/ug=Hs.381099 /len=3723 


NM_^002298 


Hs:381099 


NP_002289 
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Spot 


p-va|ue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


1557 


0.00587 


MR2-CI01 86-291 1 00-01 0-a06 CI01 86 
cDNA, mRNA sequencfe /gb=BF8r4502 
/gi^12147047 /ug=nS.446594 /len=530 


BF814502 


Hs.446594 




1558 


0,007107 


signal-induced prpliferation-assbciated 
1 like 1 (klAA0440), mRNA 
/cds=(349,5763) /gb=NM_015556 
/gi=7662 125 /ug=Hs,172180 /len=6028 


NM_015556 


Hs, 1721 80 


NP_056371 


1559 


0.003947 


stromal cell derived factor receptor 1 
(SDFR1), transcript variant beta, mRNA 

/cds=(139,1335) /gb=NM_012428 
/gi=6912645 /ug=Hs. 389371 /len=2388 


NM_012428 ' 


Hs,389371 


NP^059429 


1565 


0.003563 


NADH dehydrogenase (ubiquinone) 
flavoprotein 3, lOkDa (NPUFV3). 
mRNA /eds-{575, 1945) 
/gb=NM_021 075 /gi=21 361 323 
/ug^Hs.59745 /len=2023 


NM_021075 ■ 


Hs.59745 


NP_066553 


1567 


0.025911 


RAD21 (S. pombe) (RAD21). mRNA 

/cds~(1 85,2080) /gb=NM_006265 
/gi=5453993 /ug=Hs.818487len=3647 


NM_006265 


Hs.81848 


NP_006256 


1575 


0,013394 


WW d6main-<:ontaining adapter With a 
coiled-coil region (WAC), transcript 
variant 2, mRNA /cds=(332,2140) 
/gb^NMJ 00264 /gi=1 8379329 
/ug=Hs.70333 /len=3088 


NM^100264 


Hs.70333 


NP^567823 


1577 


0.047031 


POM121 membrane glycoprotein (rat) 
(POM121), mRNA /cds=(978,3932) 
/gb=NM_172020 /gi=26p51277 
/ug=Hs.295112/len=6014 


NM J 72020 


Hs.295112 


NP7742017 


1613 


0.011238 


|Q motif containing GTPase activating 
protein 1 (IQGAP1), mRNA 
/cds=(468,5441 ) /gb=NM_003870 . 
/gi=4506786 /ug=Hs. 1 742 /len=7573 


NM_003870 


Hs.1742 


NP^003861 


1614 


0.001339 


hypothetical protein PL J 10579 
(FLJ10579). mRNA /cds=(186,1598) 
/gb=NM_018145 /gi=8922531 
/ug=Hs.8055 /len=2251 , 


NM_018145 


Hs.8055 


NP_060615 


1628 


0.03788 


amyloid beta (A4) precursor-like protein 
2 (APLP2). mRNA/cds=(73,2364) 

/nh— MM r\Mf\AO /rti—ARnOA Afi 
/go— INIVI__^UU ID*fZ /gi— **0U4 I^P 

/ug=Hs.279518 /len=3727 


NM_001642 


Hs.279518 


NP_001633 


1647 


4;50E-04 


asporin (LRR class 1) (ASPN), mRNA 

/cds=(228, 1 373) /gb-NM_01 7680 
/gi=16596677 /ug=Hs.10760 /ien=2466 


NM_017680 


Hs.i0760 


NP_060150 
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No. 


Protein 
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No. 


1648 


0.018784 


mRNA; eDNA DkFZp564E193 (from 

Clone L)!\rZpOD4h19o) /gD-ALuAyzoy 
/gi=4500005 /ug:?Hs/333141 /len=1691 


AL049259 


Hs.333141 




1667 


0.017288 


interleukin 1 receptor, type 1 (111 R1), 
mRNA /cas=(o3,1792) /gb=NM_00u877 
/gl=27894331 /ug=Hs;821 12 /len=4909 


NM_000877 


Hs.82112 . 


NP_000868 


1674 


0.007107 


calreticulin (CALR), mRNA 
/cds=(69, 1 322) /gb=NM_004343 
/gi==5921996 /ug^Hs.353170 /len=1 899 


NM_004343 


Hs.353170 


NP_004334 


1684 


0,03788 


ubiquitin C (UBC), mRNA 
/cds=(1 36,21 93) /gb=NM_p21 009 
/gi=20149305 /ug=Hs.183704 
/len=2309 


NM_021009 


Hs.1 83704 


NP_066289 


1686 


0.007807 


CDC5 cell division cycle S^like (S. 
pombe) (GDC5L), mRNA 
/CC!s=(2D0i2oDo) /gD^NM_upi253 
/gi=1 6357499 /Lig=Hs. 1551 74 

/len=3012 


NM_001253 ■ 


ri5.155174 


NP_001244 


1693 


0.030249 


JTV1 gene (JTV1 ), mRNA 
/cds=( 114,1 07o) /gD=Nlvl_00D303 
/gi=1 1125769 /ug=Hs.301613 
/len=1221 


NM_006303 


Hs.301613 


NP:^006294 


1705 


0.014946 


KIAA0824 


AB020631 




NP_056969 


1707 


0.040751 


tumor antigen SLP-8p (HCC8). mRNA 
/cds=(21,2921) /gD=NM_016516 
/gi=7705396 /ug=Hs.48499 /len=3480 


NM_016516 


Hs.48499 . 


NP1^057600 


1708 


0.030249 


Hypothetical proteih(cPNA FLJ 1 3279 
fis. clone OVARC1001055, moderately 
similar to PRE-B CELL ENHANCING 
FACTOR PRECURSOR) 


AK023341 




KID' ririK.f'y? 
Nr_UUp/o/ 


1709 


0.006463 


KIAA0399 


AB007859 




NP_055928 


1711 


0.02801 


KIAA0682 gene product (KIAA0682), 
mRNA /cds=(oO, 2962) /gD=Nlvl_014852 
/gi=7662249 /ug=Hs.7482 /len=4422 


NM_014852 


Hs.7482 


NP_057280 


1722 


0.014599 


S100 calcium binding protein All 
(calgizzarin) (S100A11), mRNA 

/CaS^( IZ I ,40t>j /gD--NIVI_UUODZU 

/gi=5032056 /ug=Hs.417004 /len=595 


NM_005620 


Hs.417004 


NP_005611 


1725 


0.007807 


ATPase, Ca transporting, cardiac 
muscle, slow twitch 2 (ATP2A2), 
transcript variant 1, mRNA 
/eds=(1 64,3292) /gb^?NM_1 70665 
/qi=27886537 /ug=Hs.1526 /len=4205 


NM J 70665 


Hs.1 526 


NP_733765 
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No. 


Protein 

Accession 

No. 


1734 


p:004825 


prefpldin 5 {PFDN5), transcript variant 
T, ltfRNA /cds=(36,500) ' " " 
/gb=NM_002624 /gi=22202632 ' 
/ug=Hs.288856 /len=661 


NM_002624 


Hs.288856 


NF'^6659p4 


1736 


0.012276 


hypothetical protein FLj21 839 
(FLJ21839), mRNA /cds=(445,2619) 
/gb=NiVI_021 831 /gi-1 9923577 
/ug=iHs.433334 /len=3252 : 


NM_021831 , 


Hs.433334 


NP_068603' 


1737 


0.004367 


cytokine inducible SH2-containing 
protein 3 (Cish3) 


NM_007707.1 




NP331733.1 


1740 


0.033876 


tijmor necrosis factor receptor 
superfamily, member 1 lb 
(osteoprotegerin) (TNFRSF11B), 
mRNA /cds=(252. 1457) s 
/gb=NM_002546 /gi=22547122 . 
/ug=Hs.81791 /len=2291 


NMl.002546 


Hs.81791 


NP_002537 


1757 


0.014599 


Similar to RIKEN cDNA 2310032N20 
gene, clone MGC:9179 
IMAGE:3909479, mRNA, complete cds 
/cds-(43,873) /gb=BC016142 . 
/gi=16507947 /ug=Hs;6289 /len==2161 
(=FLJ20886) 


BC016142 


Hs.6289 




1772 


0.004825 


hypothetical protein FLJ1 1011 
(FLJ11011), mRNA /cds=(4,459) 
/gb=NM_018299 /gi=8922821 
/ug=Hs.21275 /len=2201 ; 


NM_018299 


Hs.21275 


NP_06076? 


1794 


0.907807 


cDNA FLJ13558 fls,c|6ne- 
PLACE1 007743. /gb=AK023620 
/gi=1 0435601 /ug=Hs.86043 /len=2271 


AK023620 


Hs.86043 


•1 


1796 


0:011238 


hypothetical protein MGC33901 
(MGC33901). mRNA /cds=?(21. 629) 
/gb=NM_144987 /gi=21450690 
/ug=Hs.423753 /|en=711 


NM_144987 


Hs.423753 


NPJ659424 


1797 


5.11E-04 


cDNA FLJ14066 fis, done 
HEMBB1001 197. /gb=AK024128 
/gi= 1 0436433 /ug=Hs.306665 
/len=2086 


AK024128 


Hs.306665 




1798 


0.03788 


NADH dehydrogenase (libiqumone) 
flavoprotejn 1 , 51 kDa (NDUFV1 ), 
mRNA /cds=(70,1464) /gb=NM_007103 

/ni— 9ni4.Q£»R7 /iin— He 7744 /Ion— '1'?KR 


NM_007103 


Hs.7744 


NP_009034 


1805 


0.014599 


matrilin 2 (MATN2), transcript Variant 1 , 
mRNA /cds=( 126.2996) 
/gb=NM_002380 /gi=1 351 8036 
/ug=Hs.19368/len=3496 


NM_002380 


Hs. 19368 


NP_085072 
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1810 


0,012276 


hypothetical protein FLJ12716 , 
(FLJ12716);mRNA /cds=t66,2513) 
/gb=NM_021 942 /gi=21 361577 
/ug=Hs.5354 /len=3522 


NM_021942 


Hs.5354 


NP_068761 


1817 


"0:()43799 


mRNA; cDNA DKFZp76f P1'8121 (from 
cloneDKFZp761P18121) 
/qds=(1 27.2289) /gb=AL834147 
/gi=21 739620 /ug=Hs.44198 /len=4286 


AL834147 ' 


Hs.44198 




,1818 


0:001339 


candidate mediator of the p53t 
dependent G2 arrest (REPRIMO), 
mRNA /cds=(244,573)/gb=NM_01 9845 
/gi=9790192 /ug=Hs,l00890 /len=1510 


NIVI_019845 


Hs.l 00890 


NP_p62819 


1853 


0.008677 


hypothetical protein FLJ1 41 53 
(FLJ14153). mRNA /cds=(31, 1428) 
/gb-NMi022736 /gi=1 2232392 
/ug=Hs.7503/leh=2161 


NM_022736 ■ 


Hs.7503 • " 


NP;_073573 


.1856 


0.035177 


hypothetical protein FLJ31 121 
(FLJ31121), mRNA /cds=( 15.61 4) 
/gb=NM_144723 /gi=213895lb 
/ug=Hs.350194/len=1512 


NMJ44723 


Hs.350194 


NP_653324 


1872 


0.043799 


suppressor of Ty 1 6 (S. cerevisiae) 
{SUPT16H), mRNA /cds=(340,3483) 
/gb=NM_007192/gi=19924176 . 
/ug=Hs.14963 /len=4696 


NM_007192 


Hs.l 4963 


NP_009123 


1878 


0.047031 


capping protein (actin filament), gelsolih 
like (CAPG), mRNA /cds=(50, 1 096) 
/gb=NM_001747/gi=4502560 , 
/ug=Hs.82422/len=:1221 . 


NIVI_d0l747 


Hs.82422 


NP„001738 


1880 


0.032636 


ubiquitin carboxyl-terminal esterase LI 
(ubiquitin thiplesterase) (UCHL1), . 
mRNA /cds=(75,746) /gb=NM^0041 81 
/gi=21 361090 /ug=Ms.761 18 /len=1 119 


NM_004181 . 


Hs.76118 


NP_d04.=l72 


1889 


0:001339 


tyrosine 3-monpoxygeriase/trypt6phan 
5-monooxygenase activation protein, 
eta polypeptide (YVVHAH), mRNA 
/cds=(1 98,938) /gb=NM^Od3405 
/gi=21464102 /ug=Hs,349530 
/ien=1775 • 


NIVI_003405 


Hs:34953P 


N.P_003396 


1913 


0.014599 


small EDRK-rich factor 2 (SERF2), 
mRNA/cds=(1023,1319) .- 
/gb=NM_005770 /gi=21 361286 
/ug=Hs.380718 /len=1408 


NM^0057.70 


Hs.380718 


NP_^005761 
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1923 


0,018784 


polymerase (DNA directed), delta 2, 
regulatory subuiiit 50kDa (P0LD2), 
mRNA /cds=(79,1488) /gb=NM_006230 
/gi?=5453923 /ug=Hs.74598 /len=1584. 


NM.^006230 


Hs.74598 


NP_006221 


1925 


0.030249 


ADP-ribosyltransferase (NAD ; poly 
(ADP-ribose) polymerase) (ADPRT), 
mRNA./eds=(160,3204) 
/gb=NM_001618/gi=1 1496989 
/ug=Hs. 1 77766 /len=3859 


NM_P01618 

n ' 


Hs;i77766 


NP_00:i609 

i , ■ 


1972 


0.007107 


mitQchondriori, cornplete genome • 


NC 001807 . 






1973 


0.02801 


keratin 8 (KRT8), m.RNA 
/Cds=(60,1511>/gb=NM_002273 ■ 
/gi=45G4918 /ug=Hs.2424637len=l752 


NM_0P2273 


Hs.242463 . 


NPj02264 


1995 


0.025911 


vacuolar protein sorting 28 (yeast) 
(VPS28), mRNA/cds=(62,727) 
/gb?NM_01620S /gi=7705884 
/ug=Hs 339697 /len=928 


NM_016208 


Hs.339697 


NP_057292: 


1999 


0.032636 


chromosome 20 open reading frame 40 
(C20orf40), mRNA /cds=(208,396) 
/gb=NM_01 4054 /gi=7661 709 
/ug=Hs.105379/len=417 


NM_014054 


Hs 105379 


NP_Q54773 


2039 


0.03788 


phosphatidyl inositol glycan class T 
(PIGT). mRNA 7cds=(20, 1756) 
/gb=NM_015937 /gi=23397652 
/ug=Hs.84038/len=2171 


NM_015937 ' 


Hs.84038 


NP_057021 


2042 


0,047031 


ARF protein (LOC51326), mRNA 
/cds=(88,489) /gb-N[VI_016632 ■ 
/gi=77061 77 /ug=Hs.264509 /len=826 


NM_016632 


Hs.264509 . 


NP_057716 


2052 


0.022106 


potassium large conductance calcium- 
activated channel, subfamily IVI, alpha 
member 1 (KCNMA1 ), mRNA 
/cds=(178,3714) /gb=NM_002247 
/gi=26638649 /ug=Hs.89463 /len=6103 


NM^002247 


Hs.89463 


NPJ02238 


.2066 


O.0221O6 


hypothetical protein FLJ3561 3 
(FLJ35613), mRNA /cds=(1 26.2063) 
/gb=NM_1 73653 /gi=27734934 

/ug=Hs.30022 /len=3568 


NM^I 73653 


Hs.30022 


NP_775924 


2069 


0.032636 


zinc finger protein 36, C3H type-like 1 
(ZFP36L1), mRNA/cds=(131.1147) 
/gb=NM_004926 /gi=15812179 
/ug=Hs.85155/len=3022 


NM_004926 


Hs.85155 


NP_004917 


2070 


0.047031 


myotubular myopathy 1 (MTM1), mRNA 

/cds=(55,1866) /gb=NM_000252 
/gi-4557895 /ug=Hs.75302 /|en=341 1 


NM_000252 


Hs.75302 


NP_000243 
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Protein 

Accession 

No. 


2083 


0.023945 


major histocompatibility complex, class 
1, B (HLA-B). mRNA /cds=(1 1 ,1099) " 
/gb=NM_005514 /gi=2132767f 
/ug=Hs.77961 /len=1310 


NM_005514 


HsJ7961 


NP_005505 


2090 


0.020388 


mitogenractivated protein kinase 
phosphatase x (MKPX), mRNA 
/cds=(449, 1 003) /gb-NM_0201 85 
/gi=21314693 /ug=Hs.29106 /len=1520 


NM_020185 


Hs.29106. 


NP_064570 


2093 


0.022106 


FYN binding protein (FYB-1 20/130) 
(FYB), mRNA /cds=(31, 2382) 
/gb=NM_001465 /gi=4503820 
/ug=Hs.58435 /len=2400 


NM_001465 


Hs.58435 


NP_001466 


2131 


;0.004825 


tumor endothelial marker 8 (TEM8), 
transcript variant 1 , mRNA 
/cds-(1 44. 1 838) /gb=NM_032208 
/gi=14149903 /ug=Hs.8966 /len=5540 


NM_032208 


Hs.8966 


NP_444262 " 


2142 


0.035177 


KIAAQ258 gene product (KIAA0258). 
mRNA /cds=(86.1261)/gb=NM_014785 
/gi-7662029 /ug=Hs..47313 /len=6313 


NM_014785 


Hs.47313 


NP_05.5600 , 


2149 


0.047031 


phospholipase A2 receptor 1 , 1 SOkDa 
(PLA2R1), mRNA/cds=(207,4604) 
/gb=NM_007366 /gi=1 9923388 
/ug=Hs.171945/len=5633 


Nl\/I_007366 


Hs. 171 945 


NP_031392 


2150 


.0.023945 


ferritin, heavy polypeptide 1 (FTH1), 
mRNA /cds=(92,664) /gb=NM_002032 
/gi=4503794 /ug=Hs.418650 ■/ien=801 


NM_002032 


Hs.418650 


NP^002023 


2161 


0.017288 


prdsaposin (variant Gaiicher disease 
and variant metachromatic 
leukodystrophy) (PSAP), mRNA 
/cds=(39,1613) /gb=NM_002778 
/gi=1 1386146 /ug=Hs.406455 
/len=2767 ' - 


NM_O02778 


Hs.406455 


NP_002769 


2166 


0.008566 


nephroblastonia pverexpressed gene 
(NOV), mRNA /cds=(73,1146) 
/gb=NM_002514 /gi=19923725 
/ug=Hs.235935 /len=2389 


NM_002514 


Hs.235935 


NP_002505 


2179 


0.043799 


nuclear antigen Sp100 (SP100), mRNA 
/cds=(32,2671 ) /gb=Nlvl_00311 3 
/gi=1 9923235 /ug=Hs.77617 /len=3579 


NM_003113 


Hs.77617 


NP_003104 


2198 


0.022106 


ferritin, heavy polypeptide 1 (FTHI), 
mRNA /cds=(92.664) /gb=NM_002032 
/gi=4503794/ug=Hs.418650 /len=801 


NM_002032 


Hs.418650 


NP^002023 
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2209 


0.002893 


mRNA; cDNA DKFZp667021 19 (from 
clone DKFZp667021 19) /gb=AL832314 
/gi=21732861 /ug=Hs.180789 
/len=6868 


AL832314 


Hs. 180789 




2230 


0.018784 


PMS1 postmeio'tic segregation 
increased 1 (S. cerevisiae) (PMS1). 
mRNA /cds=(81, 2879) /gb=NM_000534 
/gi=1 1 496979 /ug=Hs. 1 1 1 749 
/len=3121 


N[V|_000534 " 


Hs:i 11749 , 


NP_000525 


'2231 


0.006508 


TTN gene for titin 


AJ277892 






2240 


0.017288 


likely ortholpg of mouse tunribr 
differentially expressed 1, like (TDEiL), 
mRNA /cds=(76,1437)/gb=NM_02d755 
/gi=24308212 /ug=Hs.146668 
/len=3149 


Nl\fl_020755 


Hs. 146668 


NP_:065806 


2242 


0.007807 


uncharacterized hypothalamus protein 
HT010 (HT010), mRNA 
/cds=(227,1420) /gb=NM_018471 
/gi=8923807 /ug=Hs:6375 /len=2140 


NIV1_018471 


Hs.6375 


NPI060941 


2243 


0,023£I45 


KIAA0095 gene product (KJAA0095). 
mRNA /cds=(67,2526) /gb=NM_014669 
/gi=7661901 /ug=Hs.155314 /len=2681 


NM_014669 


Hs. 15531 4 


NP_0554iB4 


2244 


0.O11238 


F-box and leucine-rich repeat protein 5 
{FBXL5), transcript variant 2, mRNA 
/cds=(586.2283) /gb=NM_033535 
/gi=2 1536439 /ug=Hs.5548 /leh=3475 • 


Nl\/1_033535 


IHs.5548 


NP_;277077 


2260 


0.02801 


heterogeneous nuclear 
ribonucleoprotein K (HNRPK); 
transcript variant 1 . mRNA 
/cds={2l6,1604) /gb=NM_002140 
/gi=14165438/ug=Hs.129548 
/len=2830 


NIVI_00214p 


Hs.129548 : 


NP_1 12553 ' 


2263 


0.015895 


cDNA FLJ32589 fis, clone 
SPLEN2000443. /gb=AK057151 
/gi=16552741 /ug=Hs.21342 /!en=2178 


AK057151 


Hs.21342 




2267 


0.022106 


frizzled 10 (Drosophila) (FZD10), 
mRNA/cds=(457,2202) 
/gb=NM_007197 /gi=22035684 
/ug=Hs.31664/len=3260 


Nl\/I_007197 


Hs.3l664 


NP^009128, 


2273 


0.00587 


Pinn (PIR), mRNA/cds=(231,1103) 
/gb=NM_003662 /gi=4505822 
/ug=Hs.424966 /len=1318 


NM_003662 


Hs.424966 


NP^003653 


2296 


0.023945 


serine/threonine kinase 38 like 
{STK38L), mRNA /cds-(174,1568) 
/gb=NM_015000 /gi=24307970 
/ug=Hs.i 84523 /len=4725 


NM_015000 


Hs. 184523 


NP_055815 
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Zouo 


0.010277 


S1 00 calcium binding protein A4 
(caldum protein, calvasc^ - 
metastasin, murine placental (S100A4), 
transcript variant 1, mRNA 
/cds-(70,375) /gb=NM_002961 , 
/gi=9845514 /ug=Hs.81256 /len=512 


NM_002961 


LJ OHO c i:? 

HS. 81256 

- •• . 


NP_062427 


o o r\ Pi 

2309 


0.040751 


GTPase-activating protein GAPIIi " 


U20238 




NP_033051. 


2315 


0.032636 


metalioproteinase inhibitor TIMP-2 


API 27803 






2331 


0.043799 


RNA guanylyltransferase and 5'- 
phosphatase (RNGTT), mRNA 
/cds=(289,2082) /gb=NM 003800 
/gi=4506562 /ug=Hs.27345 /len=4546 


NM_003800 


Hs.27345 


NP_003791 


2334 


.0.022106 


androgen induced protein (AIG-1), 
mRNA /cd.s=(28.744) /gb=NM-_d16108 
/gi=7705269 /ug=Hs. 1 07.528 /!en=1 398 


NM_016108 


Hs. 107528 


NP^057192 


2340 


0.025911 


mRNA; cDNADKFZp434F2311 (from 
clone DKFZp434F2311) /gb=AL137603 
/gi=6808349 /ug=Hs,233890 /len=842 


AL1 37603 


Hs.233890 




2342 


0.020388 


modifier 3 (M33)(=Yi 3274 M33 : 
po|ycomb-!ike protein) 


Y13274 




NP_031649 


2347 


0.030249 


nuclear RNA export factor 1 (NXF1 ), 
mRNA /cds=(83, 1 942) /gb=NM_006362 
/gi=1 5487669 /ug=Hs.323502 
/len=2264 


NM_^006362 


Hs 323502 


NP_006353 


2368 


0.007107 


capping protein (actin filament) muscle 
Z-line, beta (CAPZB), mRNA 
/cds=(1 ,819) /gb=NM_004930 
/gi==4826658 /ug=Hs.333417 /len=1077 


NM4OO493Q 


Hs.333417 


NP_004921 


2385 


0.003213 


Nedd4 binding protein 1 (N4BP1), 
mRNA /cds=(238.2928) 
/gb=NM_014664 /gi=7662203 
/ug=Hs-323712/len=3319 


NM_014664 


Hs.323712 


NP_055479 


2395 


0.018784 


Purkinje cell protein 4 (PCP4), mRNA 
/cds=(59.247) /gb=NM 006198 
/gi=5453857 /ug=Hs.80296 /len=540 


NM_0d6198 


Hs.80296 


NP_006189 


2398 


0.040751 


UDP-N-acetyl-alpha-Dr- 

galactosamine:polypeptide N- 
acetylgalactosaminyltransferase 1 1 
(GalNAc-Tli) (GALNT11), mRNA 

/cds=(84.1910) /gb=NM_022087 

/gi=11 545800 /ug=Hs.97056 /len=2591 


NM_022087 


Hs.97056 


NP_^071370 . 


2404 


0 03788 


keratan sulfate proteoglycan 


AF063301 




NP 008966 
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2420 


0;G15895 


zinc finger protein (LOC51d42), mRNA 
/Gds^{1 1 5;465) /gb-N M_01 587 1 
/gi=213599p8 /ug=Hs.102419 /len=649 


NIVI_015871 


Hs.1024l9 


NP_P56955 




2421 


" 0.03788 


ribosomar protein S4, Y-linl<ed 
(RPS4Y), mRNA /cds=(13,804) 
/gb=NM_001008 /gi=17981706 
/ug=Hs.180911 /len=931 


NMI^OOIOOS 


Hs.180911 


NP_0p0999 


2442 


0.032636 


sijshi-repeat-contalning protein, X 
chromosome (SRF?X), mRNA 
/cds=(88.1482) /gb=NM_006307 
/gi=21314639 /ug=Hs.15154 /len=1999 


Nl\/I_006307 : 


Hs.15154 


NPl^006!298 


2446 


0.02801 


bxysterbl binding proteih-like 2 : ; ; . 
(OSBPL2), transcript variant 2, mRNA 
/cds=(203.1645) /gb=NM_1 44498" 
/g!=21450852 /ug=Hs.15519/leri=3971 


NM^I 44498 


Hs.15519 


NP^653051 . 


2452 


01039408 


jun B proto-oncogene (JUNE), mRNA 
/cds=(254,1297) /gb=NIVI_002229 . 
/gi=450.4808 /ug=Hs,400124 /len=1797 


Nl\fl_002229 


Hs.400124 


NP^0d2220 


2469 


0.Q14599 


seririe/threoriine kinase 25 (STE20 
yeast) (STK25y, mRNA 
/cds=(225. 1 505) /gb=NM_006374 
/gi=21 361 357 /ug=Hs. 155206 

/len=2207" • 


NM_006374 


Hs.1 55206 


NP_006365 


2476 


0.020388 


l\/IAP kinase-interacting 
serine/threonine kinase 1 (MKNK1), 
mRNA/cds=(174,1571) v 
/gb^NI\/i_003684 /gi=21361100 
/Ug=Hs;559i /len=2745 v' 


NIVI_003684 


Hs.5591 


NP_003675 


2488 


0.043799 


likely prtholog of mouse hippocampus 
abundant gene transcript 1 (HIAT1), 
mRNA /cds=(6,1 124) /gb=NM_033055 ^ 
/gi=24308343 /ug=Hs.2 1 01 5 /len=2230 


Nl\/I_033p55 


Hs.21015 


NP_149044 


2508 


2.66E^04 


sorting nexin i (SNXI), transcript 
variantl, mRNA /cds=( 13, 1581) 
/gb=NM_003099 /gi=231 1 1033 
/ug=Hs.75283 /len=1984 


Nl\^_003099 


Hs.75283 


NP_690039 


2511 


0.025911 


ribosomal protein L35a (RPL35A), 
mRNA /eds=(74,406) /gb=NM_000996 
/gi-161 17790 /ug=Hs.288544 /len=511 


NI\/I_0009S6 


Hs.288544 


NP_000987 


2535 


0.010277 


thyroid receptor ihteractor tripIS mRNA, 
complete cds 


AF1 00762 




NP_0g4227 



2703 



Genes Corresponding To Diff rentialiy Express d G n s in Figur 20 - RA 










Accession No. 


1 ItiinAtiA 

Accession 
No. 


Protein 
No. 






no iiioLtJiic?, loiiiiiy OD ino.ooy yrioroijy, 

mRNA /cds=(11 8.528) /gb=NM_005324 
/gi=21 264598 /ug=Hs. 180877 
/len=1662 


INIVI U\Jsi/0^*T 


no. 1 quo / f 


NP_005315 






FTAAIfi nrntpin fFTAAIfiV mRNIA 
/ccls=(403,2925) /gb=NM_019002 
/gi=9506580 /ug=Hs. 82664 /len=3457 




no.o^oo*f 


NP_061875 


0RA7 


U.UOf Do 


/cds=(42.1382) /gb=NM_005178 
/gi=20336471 /ug=Hs.3l210 /len=1813 


IN lvi_^UUO I/O 


ns.o lu 


NP_i005l69 


zopu 


n n'^9R'^fi 

U.UO^OOD 


uncriaracierizea Done marrow proiein 
BMP42 (BMp42) (=cDNA sequence 


InIVI_^U io^oo 






255?. 


0;007107 


transmembrane protein vezatin 
(VEZATIN). mRNA /cds=(177,1886) 

jfnK-MMi ni 7*sQQ 7ni-1 QQ9'^«^'^7 
/yU— INIVI_^U 1 /Oyvyi/yl— 1^*3^000 i 

/ug-Hs.24135 /len=3949 


NM_017599 


Hs.24135 




2567 


0.017288 


nuclear receptor Rev-ErbA-beta mRNlA 


U20796 










y lyoopi ulcii i iviuD iviud^, iiir\iN/A 

/cds=(255,1052) /gb=NM_005278 
/gi=24307894 /ug=Hs.5422 /len=:1642' 






NPL005269 


2569 


0.025911 


PEST-containing nuclear protein 

/gb-NM_020357 /gi=9966826 

/ug— ns. MD lo /ten— iC^ou 


NM_020357 


Hs.71618 


NP_065090 


2596 

• • » 


0.033876 


malonyi-GoA decarboxylase (MLYCP), 
mRNA/cds=(96,1460)7gb=NM_012213 
/gi=6912497 /ug=Hs.150748 /len=2136 


NM_d12213 


Hs.1 50748 




2600 


0.002893 


^erieJd:F1D9.26'-uriknown protein 
[Arabidopsis thaliana] 


APCi02460 






2602 


0,010277 


fibrinogen-like 2 (FGL2). mRNA 

/cds=(34,1353) /gb=NM_006682 

/gi— O' ouUf H /ug— ns.po i ouo /icn— ifi-yp 


NM_0P6682 


Hs.351808 


NP^006673 


2624 


0.012276 


RAB27A, member RAS oncogene 
family (RAB27A), mRNA 
/cds=(246.91 1 ) /gb=NM_004580 
/al=1 992326'^ /ijn=:Hs 50477 /lpn=2496 


NM_00458p 


Hs.50477 


NP_004571 


2628 


0.005325 


methyltransferase reductase (MTRR). 
transcript variant 2, mRNA 
/cds=(31,2208) /gb=NM_024010 
/gi=1 3325067 /ug=Hs. 1 53792 
/len=3291 


NM_024010 


Hs.153792 


NP_076915 



2704 



G nes Corresponding to Diff rentially Expressed Genes in Figure 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

ACcessipri 

No. 


2646 


0.023945 

J . .... - 


EGF-containing fibulin-like extrace^^^ 
matrix protein 1 (EFEiyiPl), transcript 
variant 1, mRNA /cds-(-1 50,1 631) 
/gb=NM_004105 /gi=9665261 
/Cig=Hs.76224 /len=2742 


NM_004105 


Hs.76224 


KID AC-lylQQ ' 

lNr__UDl4oy 


2650 


0.02801 


f atty-acid-Coenzy me A ligase, long- 
chain 2 (FACL2), mRNA 
/cds=(14,21 1 0) /gb=:NiVI_:.021 122 
/gi=12669906/ug=HS-154890 : - 
/len=3635 


NM_021122 


Hs. 154890 


NP_066945 


2659 


0.003947 


mRNA for KIAA1 373 protein; partial 
cds; /cds=(821,2212) /gb=AB037794 
/gi=72431 26 /ug=Hs. 16229 /len=4052 


AB037794 


Hs. 16229 




2660 


0.047031 


phosphoserine phosphatase-like 
(PSPHL). mRNA /Gds=(162,380) 
/gb=NMl003832 /gi=4502934 ^ 
/ug=Hs.369508 /ien-839 


Nl\/I_003832 


Hs.369508 


NP_0038J23 


2674 


0.008566 


ring finger protein 10 (RNF 1 0), mRNA 
/cds=(448i2883) /gb=fslM_014868 
/gi=27544928 /ug=Hs.50"94 /len=3129 


NM_014868 


Hs.5094 


NP_055683 


2678 


0.025911 


protein-Uisoaspartate (D-aspartate) 0- 
methyltransferase (PCMT1 ), mIRNA 
/cds=(74i757) /gb=NM_005389 
/gi=4885538 /ug=?Hs.79137 /len=1599 


NM_005389 


Hs.79137 


NP_oo538o : 


2696 


0.014599 


cartilage linking protein 1 (CRTL1), 
mRNA /cds=(316,1 380) 
/gb=NMl0018847gi=4503052 
/ug=Hs.2799/len=1492 


NM^001884 


His.2799 


NP^001875 


2698 


0.022106 


topoisomerase (DNA) 11 alpha 1 70kDa 
(TOP2A). mRNA/cds=(127,4722) 
/gb=NMi001067 /gi=1 991 3405 ' 
/ug=Hs. 1 56346 /len=5698 


NM_00.1067 


Hs:156346. 


NP_0d1058 


2709 


0:005325 


pleiotrophin (heparin binding growth 
factor 8, neurite groNArth-promoting 
factor 1) (PTN), mRNA /cds=(396,902) 
/gb=NM_002825 /gi=27552761 
/ug=Hs.44/len=1029 


NM_002825 


Hs.44 


NP_;0O2816 


2712 


9.43E-04 


ash2 (absent, small, or homeotic)-like 
(Drosophila) (ASH2L), mRNA 
/CQS— ^p, loy I ) /gu— imivi_uuho/ H 
/gi=4757789 /ug=Hs 6856 /len=2381 


NM_004674 


Hs.6856 


NP_O04665 


2716 


9.43E^04 


general transcription factor IIIC, 
polypeptide 3, 102kPa (GTF3C3), 
mRNA /ccls=(94,2754) /gb=NM_012086 
/gi=6912397 /ug=Hs.90847 /len=2961 


NM_^0 12086 


Hs.90847 : 


NP_036218 



2705 



Genes Corresponding To Differentially Expressed Gen s in Figure 20 - RA 




Spot 


p-value 


Description 


Gen ^ . 


Unigene 

Mccession 

No. 


Prot in 

Accession 

No 


2720 


0.035177 


mitbgen-aGtivated protein kinase kinase 
kinase kinase 5 (MAP4K5). mRNA 

/gi-1458990a /ug=Hs.246970\ 


NM_006575 


Hs.246970 


NP_006566 


979'^ 




1 lypvJii iciiucii piuiciii ivioOiiv/O^? 1 

(MGC29891), mRNA /cds=(332,1 678) 
/gb=NM_1 4461 8 /gi=21 389426, 
/uy— no.o loocio /icii— oooD 


WM l/i4fi1ft 

INI VI 1 1 U. 


np.o 1 poyo 


NP 653219 


£. 1 oo 


\J,\J lOf OH 


CI ir»r»in\/li.r^n A cv/ntKof aco ' r-iTP-cr^ooifir^ 

l^oto ciiKtiml'i 
Uclca bUUUiUl 


AF17in77 ' 








U.U 1 I'COP 


rti itoti\/Q corino ri/^h r^rotoin 
[JUlclliVc; ocl IF 1 piULclll 






MP 060102 


2747 


0.006463 


signal transducing adaptor mplecule v 
(SH3 domain and ITAM motif) 1 . 
(STAM) - . ■ ^ 


NM_003473 : 




NP 003464 






ARI ^MRRn4 MaH npn*:* 








2756 


0.002602 


KIAA0183gene > ' 


D80005 ' : ; 




NP 055427 


2760 


0.023945 


KVLQT1 gene 


AJ006345 ^ 






2766 


r o;o28pi 


sorting nexin 7 (SNX7), transcript 
variant 1, nnRNA /cds=(268,1431) 

/nh=NIM nmQ7fi /ni=9'^11 m^^*^ 

/ug=Hs'l27241 /len=1798 ' 


NM-015976 


Hs.127241 


NP_689424 


2774 


0.003213 


myristoylated alahine-rieh protein 
kinase C substrate (MARGKS)^ niRNA 
/^pi„/07n /nh=MM rin9'^^fi 
/ni-1 11 9^771 /iin-Hc7<^fin7 l\m-ORM 

/yf~ ' * 14^' ' ! /uy-!^nb. / oDUf /it?i.i— zpP^ 


NM_002356 


Hs.75607 


NP;,002347 


2779 


0.001501 


nuclear factor (erythrbid-derived 2)-like 
2 (NFE2L2), mRNA /cds=(114,1931) 
/gb=NM„006 1 64 /gi=201 49575 

/iin— Mc I'^Cl'^Qf^ /Ion— 9A'^Q 


NM_006164 


Hs. 155396 


NPl.006155 


Z. / ou 


0 ni997fi 
U.U 1 £.£L I D 


r\M 1 








2781 


0.006463 


surfeit 1 (SURF1), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(33.935) /gb=NM_003172 
/yi— iyu3/opo /uy^rio.HZOooH 
/len=1037 


NM_003172 - 


Hs.423854 


NP 003163 


2782 


0.017288 


high mobility group 2 protein (HMG-2)^ 


M83665 






2791 


0.01932 


hypothetical protein FLJ1 0283 
(FLJ10283), mRNA/cds=(218,1039) 
/ab=NM 018046 /ai=8922325 
/uq=Hs.284216/len=1876 


NM_018046 


Hs 284216 


NP^060516 


2795 


0.022106 


nucleophosmin {nuc\eo\aT 
phosphoprotein B23, numatrin)^ 
(NPM1), mRNA /cds=(1 00,984) 
/gb=NM_002520 /gi=20070168 
/ug=Hs.355719/len=1347 


NM_^002520 


Hs.355719 


NP_002511 



2706 



Genes 


Correspondinq To Differentially Expressed Genes in Figur 20 - 


RA 




Spot 


p^value 


Description 


Gene 

Accession No. 


Unigene 
Accession 
No. ^ 


Protein 

Accession 

No. 


2797" 


0.02801 


zinc finger homeobox 1b (ZFHX1B), 
mRNA/cds=(445,4089j 
/gb=NM_014795 /gi=7662183 
/ug=Hs.34871 /len=5523 < 


NM_014795 


Hs.34871 


NP_055610 


2815 


0.043799 


proteasome (prosome, macropain) 
subunit, alpha type, 6 (PSMA6), mRNA 
/cds=(1 10,850) /gb=NM_002791 
/gi=23H 0943 /ug=Hs.41 0276 
/len=1035 


NM_0P2791 


Hs.4i0276 


NP_002782 


2826 


0.035177 


potassium.voltage-gated channel, 
delayed-rectifier, subfannily S, member 
3 (KCNS3), mRNA /cds=(381 .1856) 
/gb=NM^002252 /gi=259521 07 : 
/ug=Hs.47584 /len=2344 


NM_002252 


Hs.47584 


NP_002243 


2833 


6.56E-04 


myotubularin related protein 6 


AF072928 




NP 004676 


2837 


0.030249 


DD6A4-1 


AF034237 






2839. 


0.017288 


synovial sarcbrna transjocation gene on 
chromosome 1 8-like 1 (SSI 8L1 ), 
mRNA /cds==(61 . 1 251 ) /gb=NM_01 5558 
/gi=277541 85 /ug==Hs. 154429 ; 
/len=3723 


NM_015558 . 


Hs. 154429 


NP^056373 


2847 


0J307107 


lysosornal-associated membrane 
protein 2 (LAMP2), transcript variant 
LAMP2B, mRNA/cds={138,1370) 
/gb=NM_G13995 /gi=76695p2 

/ug=Hs.8262 /!en=4006 


NM_013995 


Hs.8262 


NP_054701 


2867 


0.030249 


mitogen-activated protein kinase kinase 
1 interacting protein 1 (MAP2KtlP1), 
mRNA /cds=(250.624) /gb=NM_021970 
/gi=21614526 /ug=Hs.6361 /len=1416 


NM_021970^ 


Hs.6361 


NP_068805 : 


2889 


0.02801 


ubiquitous tetratricopeptide containing 
protein RoXaN (RoXaN), mRNA 
/Cds=(21 7,31 50)/gb=NM„01 7590 
/gi=27881483 /ug=Hs.25347 /!en=5868 


NM_017590 


Hs.25347 


NP^060P60 


2890 


0:047031 


proteasome (prosome, macropain) 
subunit. alpha type, 2 (PSMA2), mRNA 
/cds=(20,724) /gb=NM_002787 
/gi=231 10936 /ug=Hs.41 1773 /len=885 


NM_002787 


Hs.411773 


NP_002778 


2896 


0.023945 


C-ty^e lectin • 


BAA95671 






2917 


0.013394 


ADP-ribosylation factor-like 3 (ARL3), 
mRNA /cds=(16,564) /gb=NM_00431 1 
/gi=4757773 /ug=Hs.182215 /|en=900 


NM_004311 


Hs. 18221 5 


NP_004302 















2707 



Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




opOI 


p~vaiue 


uescripiion . 


Accession No. 


Accession 
No. 


Protein 
No. 


2932 


0,015895 


cyclin D binding myb-like traniscription 

fiar'trkr i /nMTP1\ mRMA 

laGior I \uivi 1 r 1 ^ rnrxiNM 
/gi=10863946 /ug=Hs.567r /len==3767 


NM_021145 


Hs.5671 




NP_066968 


2947 


0.018784 


hemoglobin, alpha 2 (HBA2), mRNA 
ycds={38,466) /gb=NM.Q00517 
/gi=14043068 /ug=Hs.347939 /len=575 


NM_Cl0p517 


Hs.347939. 


NP_000508 


2961 


0.011238 


line-l protein ORF2 (=p150) 


B28096 






2975 


0.008677 


actin related protein 2/3 complex, 
subunit 3, 21 kDa (ARPC3), mRNA 

ferric— /QA d'XfW /nK— nnK7'iQ 

/Cgs— ^y4,Douj /gp— iNivi^uuo fizj, 
/gi=23397667 /ug=Hs.293750 /len=91 2 


NM_005719 


Hs.293750 


NP_005710 


2979 


0,013394 


hypothetical protein FLJ20574 

/CI lon^7A\ mPKI^ //*Hc— /il'^ 17-4i\ 
^rLJ^(JOf*f ;, mKI>lr\ /COS— ^ 1 lO, 1 /*f 1; 

/gb=NM_017886 /gi=892353S 
/ug=^Hs.99514/len=2581 


NM_017886 


Hs.99514 


NP^060356 


2996 


0:04d751 


ribosomal protein L1 2 (RPL12), mRNA 

/COS— (oy,ooDy /gD— iNivi_uuuy / 

/gi=1 5431 291 /ug=Hs.405042 /len=632 . 


NM_000976 


Hs.405042 


NP_000967 


3072 


0.02801 


trichorhinophalangeal syndrome 1 
(TRPSi), mRNA /cds=(639,4484) . 
/gb-NM_0141 12 /gi=7657658 ^ 

/ug-ris.^b 1 /ien--i uui 1 


NM_014112 


Hs.26102 


NP2054831 


3090 


0:022106 


Similar to kinesin family member C1, 
clone MGC:1202 IMAGE:3506669, 
mRNA, complete cds /cds=(168,2189) 
/gb=BC000712 /gi=12653842 \ 
/ug-~ns.zUooy /ien-44uu 


BC000712 


Hs.20830 


NP nn22M 


3098 


0;040751 


malate dehydrogenase 1 , NAD 
(soluble) (MDH1), mRNA 
/cas-^o/, lUD 1 ) /go— iNivi^uupy i / 
/9i=21 735619 /ug=Hs.75375 /len=1 268 


NM_005917 


Hs. 75375 


NP-005908 • 






44-aenyQrocnoiesieroi reauciase 
(PHCR24), mRNA/cds=(100,1650) 
/gb=NM_014762 /gi=13375617 
/ug=Hs. 75616 /len=4248 




ns. 1 OO ID 


NP_055577 

/ 


Olio 




Hwrinthptiral nrntpinCrDNA Fl .I119QQ 

fis, clone PLACE1 009845, highly similar 
to KIAA0905 protein) 






NP_057295 


3118 


0.032636 


cDNA: FLJ21243 fis, clone COL01164. 
/gb=AK024896 /gi=10437310 
/ug=Hs.268016/len=1880 


AK024896 


Hs.268016 





2708 



Genes Corresponding to Pifferentlally Expressed Gen s in Figure 20 - RA 






p-value 


Description 


G ne * 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 




u.u4o/yy 


KNA processing lactor i {Kr ri ), 
mRNA /cds=(8, 1 057) /gb=NM^025P65 
/gi= 1 8643386 /ug=Hs.287863 
/len=1336 


^l^yl nof^ncK 


HS.zo/poo 


NP^079341 


3128 


0.02801 


mRNA for ras-related GTP-binding 
protein /cds=(24.578) /gb=Z29677 
/gi=r4oo4Dy /ug=ns.o5597o /len=9o7 


Z29677 


Hs.355976 


NP^0d5605 


3146 


0.032^36 


aldo-keto reductase family 1, member 
A1 (aldehyde reductase) (AKR1A1), 
transcript variant 1;; mRNA 
/Cds-(4o5,1442) /gb=NM_006066 
/gi=24497575 /ug=Hs.432896 
/len=1556 


NM^006066 


Hs,432Bi96 




3148 


0.035177 


cDNA: FLJ23155 fis, clone LNG09573: 
/gb=Ak0268p8 /gi=10439749 
/ug-nS,9ooo7 /len-20o9 


AK026808 7 


Hs.96867 




3156 


0.03788 


gqigi autoantigen, gplgin subfamily b, 
maerogolgin (with transmembrane 
sign3i), 1 ((jUHjBi), mKNA 
/cds=(127,990.6) /gb=?NM^004487 . 
/gi=4758453 /ug=Hs.7844 /len=10300 


NM^004487 


Hs.7844 , 


NP_qp4478 


3180 


0.013394 


ferritin, heavy polypeptide 1 (FTH1), 
mRNA:/cds=(92,664) /gb=NM_002032 
/gi=4503794 /ug=Hs.41 8650 /len=801 


NMJ02P32 


Hs.418650 


NP_0*02023 


3183 


0.023945 


Similar to hypothetical proteir) 
PR01722, clone MGe:12239 • 
IMAGE:3996377; mRNA, complete cds 
/cds=(1435,1635) /gD=BC008373 
/gi=14249972 /ug=Hs.35655a 
/len=2470 


BC008373 


Hs.356550 




3219 


0.005325 


actjn, alpha, cardiac muscle (ACTC), 
mRNA /cds-(1 .1 1 34) /gb=NM_0051 59 
/gi-iuyooun /ug-ns.llol2/ 
/len=1294 ' 


NM^005159 


Hs.118127 


NP_005150 


3220 


8.37E-04 


SHC (Src 2 domain containing), 
transforming protein 1 (SHC1), mRNA 

/CQS-( 1 y p, 1 94b) /gD-NM_UUoU29 

/gi=10835030 /ug=Hs.81972 /len=3664 


NM_003029 


Hs.81972 


NP^P03020 


3230 


6.035177 


cDNAFLJ10004f IS. clone 
HEMBA1000076. /gb=AK000866 
/gi=7021190 /ug=Hs.411490 /!en=1974 


AK000866 


Hs.411490 




3235 


0.030249 


histone deacetylase 1 1 (HDAC1 1 ). 
mRNA /cds=(25,1 068) /gb=NM_024827 
/gi=1 3376227 /ug=Hs.74280 /len=1755 


NM_024827 


Hs.74280 


NP_079103 



2709 



Genes Corresponding To Differentially Expressed Genes in Figure 20 t RA 




Spot 


p-value 


Descriptiori 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


3246 


0.047031 


UI.E-EJ0^ail-e^04-0-Ul.r1 Ui-E-EJO 
cDN/\ Clone Uhc-hJu-dU'e'OA'O-u} o , 
mRNA sequence /clone=U|-E-EJO-ail-e- 
04-O-UI /clpne_end-5' /gb=BM727687 
/gi=1 9049020 /ug^riS.44p532 
/Ien=ri03 . 


BM727687 


Hs.446532 




3280 


0.014599 


RETROVIRUS-RELATED POL 
POLYPROTEIN 


P1 1369":/ 






3238 


0.018784 


cyclin G2 (CCNG2), mRNA 
/ccls=(136,1170) /gb=NM_004354 

/gi=4757935 /ug^jHs .79069 /len=2044 


km A t'\r\ A"^^ A 

NM_004354 


Hs. 79069 


NP_004345 


3294 


0.018784 


NCK adaptor protein 1 (NCKI), nnRNA 
/cds=(117,1250) /gb=NM_pp6153 

/g!=20u70226 /ug=Hs.54589 /len=1947 


NM_006153 


Hs.54589 


NP_G06144 


3296 


0.00587 


monocyte to macFophage differentiation 
associated (MMD), mRNA 
/cas^o2,798) /gp=NM_pi2329 
/gi=6912507/ug=Hs.79889 /len=2533' 


NM;_01232& 


HsJ9889 


NP_036461 


3299 


2.32E-04 


ADP-ritDosylation factor 4 (ARF4), 
rpRNA /CClS-(21 T>753) /gD=NM 001660 
/gi=6995998 /ug=Hs:752'90 /len=161 0 


NM_001660, 


Hs.75290 


NP_G01651 


3303 


0.022106 


HSPC070 protein (HSPGO70), mRNA 
/cds=(332.1 582) /gb=NM_014160 
/gi=8850222 /ug=Hs.279474 /Ien=3050 


NM_014160 


Hs.279474 


NP_054879 


3326 


0.017288 


of yeast long chain polyunsaturated 
fatty acid elongation enzyme 2 , 
(HtL01), mRNA /cas=(345, 1244) 
/gb=NM_^021814 /gi=2 136 1903 
/ug=Hs.250175/len=3011 


NM_0218i4 . 


Hs.250175 


NP_068586 


3327 


5.11 E-04 


goliatn protein (GP), mRNA 
/cds=(428,1258) /gb=NM_018434 
/gi=201 27393 ;ug=Hs. 15571 8 
/len=1445 


NM_018434 


Hs. 1557 18 


NP_060904 






stromal antigen 2 (oTAG2), mRNA 

ir-r\f^-l AC\^ 'X$iCk^\ /nK— MM OnAfin*^ 
/CuS— y^^UO.Ocjyjj /gu— NiVI^UUOOUo 

/gi=27552767 /ug=Hs.8217 /len=4197 


NM_006603 - 


ns.8217 


NP_0G6594 


3361 


0.020388 


Integrin, beta 8 (ITGB8), mRNA 
/cds=(681 .2990) /gb=NM_o62214 
/gi=4504778 /ug=Hs.355722 /len=3789 


NM_P02214 


Hs.355722 


NP_002205 


3378 


0.040751 


hypothetical protein KIAA1461 (ORF) 


AB040894 ' 




NP 060798 
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Gene 

Accession No. 


Unjgene 

Accessioii 

No. 


Prot in 

Accession 

No. 


3404 


0 030249 


protein tyrosine phosphatase, ndnt 
receptor type 23 (PTPN23), rriRNA 
ycds=(62,4972) /gb=NM_015466 
/gi=24308072 /ug=Hs.25524 /len??5248 


NM_0i5466 ' 


Hs.25524 


NP_056281 


3407 


0 009388 


BCL2/adenovirus El B 19kD interacting 
protein 3-lil«:eiBNiP3L) 


XM_048077 




■ ■ " ■ 


3432 


0.030249 


polypyrimidine tract binding protein 1 
(PtBP1 ), transcript variant 1 , mRNA 
/cds=(89;1762) /gb=NMi002819 
/ai=14165462/ud=Hs 172550 • 

/len=3322 , ' - V 


NM_002819 


Hs.1 72550 


NP;^787041 


3433 


0.040751 


interferon induced transmembrane 
protein 3 (1.8U) (IFITM3); mRNA 
/cds={238,639) /gb=NM_021034 
/gi=11995467./ug=Hs.381234yien=808 


NM:^021034 


Hs.381234 


NP^066362 


• 3444 


0.035177 


laminin receptor i (rjbosomal protein 
SA, 67kDa) (LAMR1), mRNA 
/cds=(86,973)./gb=NM_002295 v 
/gi=984550l /ug=Hs.181357 /len=1039 


NM^002295 


Hs.1 81357 


NP_002286 


3475 


0.003947 


hypothetical proteih FLJ12389 similar to 
acetbacety!-CoA synthetase 
(FLJ12389), itiRNA /cds=(1 49,21 67) 
/ab=NM 023928 /di=1 29651 98 
/ug=Hs.239758 /len=3253 


NM_023928 


Hs.239758 


NP_076'417 


3476 


0.03788 


argiriine-glutamic add dipeptide (RE) 
reoeats fRERE) mRNA 
/cds=(637.5337) /gbs;NI^_012102 
/gi= 1 9923392 /ug=Hs. 194369 
/len=803& " 


NM^0121p2 

■ ■■ , - ,' 


Hs. 194569 


NP_036234 


3485 


0.047031 


Saccharomyces.cerevisiae 
chromosome XII, complete 
chromosome sequence 


NC^0l144 






3495 


0.03788 


clone IMAGE:521 211 o: mRNA 
/gb=BC028002 /gi=24081066 
/ug=Hs.386507/len=2415 


BC028002 


Hs.386507 




3506 


0.035177 


paraspeckle protein 1 (PSP1), mRNA 
/cds=(294,1367) /gb=NM_018282 
/gi=8922788 /ug=Hs. 1 6364 /len=1 709 


NM_0 18282 


Hs.1 6364 


NP^060752 


3516 


0.043799 


PMl-DT0054-231299-002-a09 DT0054 
cDNA, mRNA sequence 
/gD~AvvoD4/^o/ /gi~DoDy4yi 
/ug=Hs.407368 /len=643 


AW364737 


Hs.407368 




3520 


0.032636 


mRNA; cDNA DKFZp586F2423 (from 
clone DKFZp586F2423) /gb=AL080209 
/gi=5262698 /ug=Hs. 13659 /len=4254 


AL080209 


Hs.1 3659 
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Accession No, 


Unigene 
Acc ssion 
No. 


Prot in^ 

Accession 

No^ 


3524 




rjUH-DH1-awr-a-l5'Jl-ni ^1 

NCLCGAP_DH1 cDNA clone 
IMAGE:5893139 3', mRNA sequence 
/clone=IMAGE:58931 39 /dQne_end=3' 
/gb=BQ001 533 /gi=19726433 ^ 
/ug=Hs.194397/len=1039 - 


ROOril 'i^'^ 


Hs 194397 




3527 




NCLCGAP_.FL1 cDNA clone ULH-FLI- 
bge-c-14-O-Ul 3', mRNA sequence 
/clone=UlrH-FL1-bge-c^14-0-UI 

/Lfiui it;_^ci lu— o /y u~'Or\*TOuyuo 
/gi=24793679 /ug=Hs;397680 : ; 
/!en=1105 


OMHouyop 


Hs:397680 




3539 


0.006463 


ubiquitin C (UBC), mRNA 
/cds={1.36,2193) /gb=NM^021009 

/yi—^U IHUOUsJ /uy~n5>. lOOf v*f . 

/Ien=2309 ; . '1'/ ": : • :* • ' 


NM^021009 


Hs. 183704 


NP_066289 


3540 


0.032636 


nuclebporiri 155kDa (N0Pt55), - 
transcnpt variant 1 , niRNA 
/cds=(11 9,4294) /gb=NM J 53485 . 
/yi^^HHou i*to /uy— no./tp^po /icn— houo 


NM_153485 


Hs.23255 


NP;_705618 


3542 


0.030249 


procollagen-proline, 2-oxoglutarate 4- 
dioxygenase (proline 4-hydroxylase), 

dipildl pUiypcpiiUc:; II \r nriMZ^, IflrvlNM 

/cds={ 1 88. 1 795) /gb=NM_004199 
/gi==4758867 /ug=Hs.3622 /Ien=?2i94 


NM_0q4199 


Hs.3622 


NP_004190 


3560 


07040751 


like mouse brain profein E46 (E46L). 
mRNA/eds=(199.1626): : 
/gb=NM_013236 /gi=7106298 • 
/ug=Hs. 13493 /len= 1971 


NWI_013236 


Hs.13493 


NP_D37368 


3663 


0;023945 

■- 


hydroxyacyl-Coenzyme A ■ 
.uenyoruyendse/p-Keioacyi'Ouenzyrrie 
A thiolase/enoyl-Coenzyme A hydratase 
(trifunctlonal protein), beta subunit 

/gb=NM_000183 /gi=4504326 

/iin=Hci 1ilfiA19 /|pn=1QQ1 


NM_000183 


Hs. 14681 2 


NP,000174 


3566 


0.002893 


Hypothetical protein(cDNA: FLJ23266 
fis, clone COL06676; highly similar to 
HUMFRCCclone si 53 mRNA) 


AK026919 


- 


- - ■ ■ 


3570 


0.001339 


PTEN (PTEN) gene, exons 3 through 5 


AF143314 
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Gene 

Accession No. 


Unigene 
Acc sslon 
No. 


Protein 

Accession 

No. 


3571 


0.043799 


proteasome (prosome, macropain) 26S 
subunit, ATPase, 6 (PSMC6), mRNA 
/cds=(21.1190) /gb=NM_002806 
/gi=24430159 /ug=Hs.79357 /len=1590 


NM_002806 


Hs.79357 


NP_002797 


3576 


0.02801 


ostebglycin (osteoinductive factor, 
mimecan) (OGN), transcript variant 1, 
mRNA/cds=(422,1318) 
/gb=NM_033014 /gi=14916497 
/ug=Hs. 1 09439 /len=2976 


NM_033014 


Hs. 109439 


NP_148935 ; 


3578 


0.010277 


DKF^Zp586D2322 (from clone 
DKFZp586D2322) 


AL049455 




NP_001928 


3587 


0.047031 


cAMP responsive element binding 
protein 1 (CREB1), transcript variant B, 
rriRNA/Gds=(182,1207) 
/gb=NM_134442 /gi=22219460 
/ug=Hs.79194/len=3006 


NM_1 34442 


Hs.79194 


NP_604391 


3591 


0-047031 


hypotlieticarprotein MGC4415 
(MGC4415), mRNA /cds=(1 54,675) 
/gb=NM_031 484 /gi=1 3899343 
/ug=Hs;209614 /len=3243 


NM_031484 


Hs.209614 


NP_1 13672 


3599 


0.011238 


KDEL (Lys-Asp-Glu-Leu) endoplasmic 
reticulum protein retention receptor 3 
(KDELR3), transcript variant 1, mRNA 
/cds=(157,801) /gb=NM_006855 
/gi=8051612 /ug-Hs.250696 /len=1705 


NM_006855 


Hs.250696 


NP_057839 


3605 


0.012276 


KIAA0062 mRNA, partial cds 
/cds=(1,1598) /gb=D31887/gi=5(55l6l 
/ug=Hs.89868 /len-4573 


D31887 


Hs.89868 




3606 


0.012276 


nucleolar protein family A, member 3 
(H/ACA small nucleolar RNPs) 
(N0LA3)i mRNA /cds=(98,292) 
/gb=NM_018648 /gi=15011920 

/ug=Hs;14317/len=556 


NM_018648 


Hs.14317 


NP_061118 


3617 


0.018784 


microtubule associated testis specific 
serine/threonine protein Kinase 
(MAST205), mRNA /cds=(284,5488) 
/gb=NM_0l5l12 /gi=14149670 
/ug=Hs.101474/len=5737 


NM_015112 


Hs.101474 


NP_^055927 


3618 


0.008566 


ATP synthase, H transporting, 
mitochondrial PI complex, delta subunit 
(ATP5D), mRNA/cds=(84,590) 
/gb=NM_001687 /gi=4502296 
/ug=Hs,89761 /len=994 


NM_001687 


Hs.89761 


NP^001678 


3640 


0.010277 


PTD01 5 protein {PTDdl5), mRNA 
/cds=( 148,504) /gb=NM_014040 
/gi?=7662642 /ug=Hs.95870 /len=620 , 


NM_014040 


Hs.95870 


NP_054759 
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3653 


0.030249 


cDNA FLJ39355 fis, clone 
PEBLM2003426. /gb=AK096674 
/gi=21 75621 8 /ug=Hs.41 6902 
/len=2809 


AK096674 


Hs.4 16902 




3655 


0.020388 


oxysterol binding protein-like 7 
(0SBPL7), transcript variant 2. mRNA 
/cds=(257.2785) /gb=?NM_017731 
/gi=22035613 /ug=Hs.274370 
/len=3349 


NM_017731 


Hs.274370 


NP 665741 

" ■ ■ V 


3666 


0.007807 


OAZ associated protein 2 {0fiZAP2), 
mRNA /eds=(70i576) /gb=NI\/l_014764 
/gi=7661885 /ug=Hs.7§416 /len=1897 


NM_014764 


Hs.75416 


NP_055579 ' 


3686 


0,008566 


autisni susceptibiiity candidate 2 ' 
(AUTS2). mRNA /pds=(322,4i01) 
/gb=NM_01 5570 /gi=17864089 
/ug=Hs.32168/len=5972 


NM^015570 


Hs;32168 


NP_0563'85 


3702 


0.00587 


ferritin, heavy polypeptide 1 {FTH1). 
mRNA /cds=(92,664j /gb=NM_002032 
/gi=4503794 /ug=Hs.418650 /len=801 


NM_002032 


Hs.418650 


NP^002023 


3704 


0.002602 


LIM doniain protein (RlL), mRNA 
/cds=(42,1034) /gb=NI\/l_003687. 
/gi=19923180 /ug=Hs.424312 

/len-2256 


NM;1^003687 


Hs.4243i2 


NP_003678 


3715 


0.007107 


P0P7 (processing of precursor, S. 
cerevisiae) (RPP20), mRNA 
/cds={169,591) /gb=NM_065837 
/gi=5032046/ug=Hs.4i6994 /|en=878 


NM_005837 


Hs.416994 


NP2005828 


3718 


0.040751 


dehydrpgenase/reductase (SDR family) 
member 4 (PHRS4)i mRNA ! 

/cds=(80.862) /gb=NM_021004: 
/gi=1 0337604 /ug=Hs.41 8501 

/len=^1281 


mJ)2^0pA 


Hs.418501 


NP,066284 


3722 


0.023945 


clusterin (complement lysis inhibitor, SP 
40,40, sulfated glycoprotein 2, 
testosterone-repressed prostate 
message 2, apolipoprotein J) (CLU), 
mRNA /cds=(48,1397) /gb=NM_001831 
/gi=4502904 /ug=Hs.75106 /len=1676 


NM_d01831 


Hs.75106 


NP^001822 


3731 


0.012276 


prpsaposin (variant Gaucher disease 
and variant metachrorpatic 
leukodystrophy) (PSAP), mRNA 
/cds=(39, 1 61 3) /gb-NM_002778 
/gi=1 1 386146 /ug=Hs.406455 
/len=;:2767 


NM_002778 


Hs.406455 


NP_002769 
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3732 


0.009388 


hypothetica! protein FLJ2071 8 
(FLJ20718), mRNA /c.ds=(228,2012) 
/gb=NM_017939 /gi=8923644 
/ug=Hs.50579 /len-2658 


NM_017939 


Hs.50579 


NP_060409 


3750 


.0.023945 


ferritin, liglit polypeptide (FTL), mRNA 
/cds=(189,716) /gb=NM^000146 
/gi=20149497 /ug=Hs.430i50 /ien=878 


NM_0{)d146 


Hs.430150 


NP_OP0137 


3751 


0.043799 


SI 00 calcium binding protein A1 1 
(calgizzarin) (S100A1 1),imRNA 
/cds=(121,438)/gb=NM_005620 ' 
/gi=5032056 /ug=Hs.4170q4 /ien=595 


NM^p05620 


Hs.417004 


NP_P05611 


3757 


0.025911 


tubulin, gamma complex associated' 
protein 2 (TUBGCP2). mRNA 
/cds=(64,2772)/gb=NM_006659 
/gi=5729839 /ug-Hs.13386 /len=2846 


NM_006659 


Hs.13386 : 


NP_P06650' 


3760 


0.035177 


cleavage and polyadenylatioh specific 
factor 3, 73kDa (ePSF3), mRNA 
/cds=(36,2090) /gb=NM_,016207 
/gi=21314666 /ug=Hs.1625i /leh=2286 


Niyi_016207 


Hs.16251 


NP^057291 


3787 


0.011238 


secretory leukocyte protease inhibitor 
(antileukoproteinase) (SLPI), mRNA 
/cds=t23,421) /gb=NM_0030.64 
/gi=1 5834622 /ug=?Hs.251 754 /len=598 


NM^G03064 


fts.251754 


NP10G3055 


3791 


0.022106 


TNF receptor-associated factor 4 . 
(TRAF4), transcript variant 1, mRNA 

/cds=(86,1498)/gb=NM_004295 ; 
/g|=22027621 /ug=Hs.8375 /len=1999 


NM_0p4295 


Hs,8375 - 


NP'_665694 


3793 


0.013394 


myosin, light polypeptide 5, regulatory 
(MYL5), mRNA /cds=(1 06,627) 
/gb=NM_p02477 /gi=i4505304 
/ug=Hs.170482 /len=661. 


NM_002477 


Hs. 170482 


NP_^002468 


3797 


0.004367 


KIAA0081 mRNA, partial cds 

/cds=( 1 ,708) /gb?D42039 /gi=2052 1 875 

/ug=Hs.78871 /len=4174 


D42039 


Hs.78871 




3798 


0.002602 


chromoddmain helicase DNA binding 
protein 4 (CHD4). mRNA 
/cds=(90,5828) /gb=NM_001273 
/gi=4557452 /ug=Hs.74441 /len-6417 


NM_001273 


Hs.74441 


NP_0P1264 


3805 


0.043799 


hypothetical protein FLJ 10350 
(FLJ 10350), mRNA /cds=(676,2340) 
/gb-NM_Ol 8067 /gi=21 361 780 
/ug=Hs. 1 77596 /|en=281 V 


NM_Ci18067 


Hs. 177596 


NP_P60537 : 
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3879 


0.035177 


DEAD/H (Asp-Glu-Ala-Asp/His) box 
polypeptide 21 (DDX21). mRNA 
/ccls=(266,2413) /gb=NM304728 
/gi=1 3787208 /ug=Hs..169531 
/len=3319 


NM_004728 


Hs, 169531 


NP_004719 


3891 


0.018784 


FUJ33146 fis, clone UTERU2000(^1 97, 
moderately similar to Homo sapiens 
nuclear localizatipn signal containing 
protein deleted in Velo-Cardio-Facia! , 
syndrome (Nlvcf) rhRNA 
/cds=UNKNOWN /gb=AK057708 
/gi=16553625 /ug=Hs.19500 /len=3512 


AK057708 


Hs. 19500 




3905 


0.020388 


paraneoplastic antigen MA1 (PNMA1), 
mRNA /cds=(665, 1726) 
/gb=NM£006029; /gi=1 471 9.429 
/ug=Hs.i947097len=2530 


NM_006029 


Hs, 194709 


NP^006020, 


3937 


0.02801 


nuclear receptor bindir»g factor-2 
(NRBF-2), niRNA /cds;=(1 £10.1043) 
/gb=NM 030759 /gi=13546514 
/ug-Hs.27181 /len=1866 . 


NM_^030759 


Hs.27181 


NP_1 10386 


3958 


0.012276 


CGI-1 50 protein (GGi-15d). mRNA 
/cds=(202. 171 6) /gb=NM_01 6080 
/gi=7705645 /ug=Hs.279061 /len=2580 


NM3i6080 


Hs.279061 


NPi057l64 


3959 


0.047031 


actin-binding protein 22 kDa (SM22) 
gene, complete cds 


AF013711 






3965 


0.008566 


serine (or cysteine) proteinase inhibitor, 
clade A (alpha-1 antiproteinase, 
antitrypsin), merhber 1 (SERPINA1), 
mRNA /cds={233, 1489) ^ 
/gb=NM_000295 7gi=21361 197 
/ug=Hs.297681 /len=1584 ; 


NM_Q0d295 


Hs.29768i 


NP_000286 


3972 


0.003563 


chitinase 3-like 1 (cartilage glycoprotein- 
39) (CHI3L1), mRNA/cds=(127.1278) 
/gb=NM_001276/gi=4557017 . 
/ug=Hs.75184/len=:1925 


NM_001276 


Hs.75184 ' 


NP_0Q1267 


3997 


0.022106 


NADH dehydrogenase (ubiquinone) 
flavoprotein 2, 24kba (NDUFV2). 
mRNA /cds=( 19,768) /gb=NM_021074 
/gi=;1 0835024 /ug=Hs.51299 /len=827 


NM_021074 


Hs.51299 


NP_066552 


4003 


0.00587 


methylnrialohyl CpA epimesrase (MCEE), 
mRNA /cds=(1 1 ,541 ) /gb=NM_032601 
/gi=21314761 /ug=Hs.94949 /len=850 


NM_032601 


Hs.94949 


NP_1 15990 




G.eh0s 


Cbrrespphding to differentially Expressed Genes in Figure 20 - 


RA 




Spot 
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No. 


Protein 
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No. 


400.5 


0,001878 


UI-E-EJ0-aig-m-03-0-UlVs1 UI-E-EJO 
cDNA clone Ui-E-EJO-aig-m.03-0-UI 3', 
mRNA sequence 7clone=Ul-E-EJ0-aig- 
m-03-O-UI /clone_end=3' 
/gb=BM677964 /gi=1 8987860 
/ug=Hs.439607 /len=1043 


Biyi677964 


Hs.Vi39607 

■ -. - ■ ■ - ■ •' 




4006 


Q.0'10277 


protein kinase D2 (PRKD2); mRNA 
/cds=(40.2676) /gb=NM 016457 
/gi=19923467 /ug=Hs.91 146 /Ien=29q0 


Nl\/i_016457 


Hs.91146 


NR^Q57541i 


4008 


9.43E-04 


jagged 1 (Alagille syndrome) (JAG1), 
mRNA/cds=(414,4070) : - 
/gb=NM_000214 /gi=4557678 
/ug=Hs.91 143 /len=5S96 


NM_000214 


Hs.91143 : 


NP^000205 


4025 


0.014599 


cytochrome c oxidase iubunjt Vb' 
(C0X5B), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(30,41 9) /gb=NM_6oi 862 
/gi=1.7017987 /ug=Hs.1342/len=523 


NM_001862 


Hs,13i42 


NP^001853 


4033 


0 018784 


protein tyrosine phosphatase, receptor 
type, M (PTPRM), mRNA /cds=(1.4359) 
/gb=NM_002845 /gi=1 8860903 
/ug=Hs.154151 /Ien=5p66 ' 


NIVi_^002845 


Hs. 1541 51 


NP_002836 


4046 


0.030249 


polymerase (RNA) II (DNA directed) 
polypeptide C, 33kDa {ROLR2C), 
transcript variant gamma,^ mRNA 
/cds=(58,885) /gb=NM_b32946 
/gi^14702170 /,ug=Hs.79402 /len=1782 


NM^032940 


Hs.79402 


NP J 16558 


4064 


0.012276 


ubiquitin-like 5 {UBL5). mRNA 
/cds={66,287) /gb=NM_024292 
/gi=13236509 /ug=Hs.13836 /len=413 


NM_024292 


Hs. 13^36 


NP_077268 


4078 


0.035177 


retinoblastoma binding protein 8. 
(RBBP8), mRNA /cds=(299,2992) 
/gb=NIVI_002894 /gi=4506440 
/ug=Hs.29287 /len=3246 


NIVi_002894 ■ 


Hs.29287 


NP_002885 


4087 


0.005843 


TAF12 RNA polymerase 11, TATA box 
binding protein (TBP)-associated factor, 
20kDa (TAF12). mRNA /cds=(167.652) 
/gb=NM_005644 /gi=9943840 
/ug=Hs.421646/len=1113 


NM_005644 


Hs.421646 


NP_0d5635 


4103 


0 015895 


protein kinase C, nu (PRKCN), mRNA 
/cds=(556,3228)/gb=NM_005813 . 
/gi=6563384 /ug=Hs. 143460 /Ien=57g2 


NM 005813 


Hs.143460 


NP_005804 
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G nes Corresponding To Differentially Expr ssed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


4118 


0.010277 


HSPC154 protein (HSPC154), mRNA 
/cds=(200,946) /gb=NM_014177 
/gi=76fel809 /ug=Hs.7922 /leh=1343 


NM_014177 


Hs.7922 


NP^054896 


4121 


0.018784 


natural killer cell enhancing factor^ 
(NKEFA) 


L19184 ; 




NP_002565 


4131 


0.032636 


thyhnosiri, beta 4, X chromosome 
(tMSB4X), mRNA /cds=(78,21 2) 
/gb=NM_021 1 09 /gi=1 1056060 ; 
/ug=Hs.75968 /ien=556 ■ • 


NM_02110g 


Hs. 75968 . 

■ ■ . ■ ■ . v.. ■ 


NP_066932 


4133 


0.003947 


vimentin (VIM), nnRNA /cds=(1 23,1 523) 
/gb^NM_003380 /gif 4507894 
/ug=Hs.297753/len=1851 


NM^003380 


.Hs.297753 


NP_000995 


4134 


0.040751 


fosB ■ ■ 


XI 4897 




NP 032062 


4145 


0.004825 


RAB10, member RAS oncogene family 
(RAB10), mRNA/cds=(91,693) 
/gb=NM_016131 /gi=7705848 
/ug=Hs.'236494 /ien=3164 • 


NM^016131 


HS 236494 


NP^057215 


4147 


0.02801 


GNAS complex locus (GN AS), 
transcript variant 3, mRNA. . 
/cds=(1,2730)/gb=NM_080425 
/gi=1 8426897 /ug=Hs.374523 ■ : 
/len=3091 - . 


NM_080425 


Hs.374523 


NP_536351 


4148 


0.006463 


FUSE binding protein 3 (FBP3) mRNA, 
partial cds. /cds=(1,1803) /gb=U69127 
/gi=1 575608 /ug^Hs. 153636 /len=3131 


U69127 


Hs. 153636 ' 




4152 


0.022106 


CG9469 gene product . 


AAF57414 " 






4153 


0.004367 


KIAA0423 mRNA, partial cds. 
/cds=(206,5377) /gb=AB007883 , 
/gi=20521046/ug.?Hs.111373 - ' 
/len=6246 


AB007883 


Hs.1 11373 




4164 


0.007107 


translocated promoter region (to 
activated MET oncogene) (TPR), 
mRNA/cds=(298.7347) 
/gb=NM_003292 /gi=4507658 
/ug=Hs. 1 69750 /len=7497 


NM_003292 


Hs. 169750 


NP_003283 


4171 


0.00587 


AGENCOURT_7591767 NIH^MGC_92 
cDNA clone IMAGE.6067123 5', mRNA 
sequence /clone=IMAGE:60671 23 
/clone_end=5' /gb=BQ228526 
/gi=20409926 /ug=Hs.282204 
/len=1263 . 


BQ228526 


Hs.2822q4 




4187 


0.018784 


serine protease inhibitor, Kunitz type, 2 
(SPINT2), mRNA /cds=(301, 1059) 
/gb=NM_021 102 /gi=10863908 
/ug=Hs.31439/len=1544 


NM_021102 


Hs 31439 


NP_066925 


4192 


0.040751 


ribosomal28S RNA 


M11167 , 
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Spot 


p-value " 


Description 


Gen 

Acc ssion No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


4209 


0.009388 


CDNA FLJ39491 fis; clone 
PROST201 5924, wpakly similar to Opa- 
interacting protein OIP2 mft'NAr : 
/gb=AK096810/gi=21756383 • 
/ug=Hs.274170/len=2835 


AK096810. 


Hs.274170 


NP_852480 


4220 


0.005325 


ribosbmal protein S2 (RPS2), mRNA 

ycds=(12,893) /gb=NM_002952 

/gi=1 5055538 /ug=Hs.356360 /len^978 


NM_002952 


Hs.356360 " 


NP_002943 


4221 


0011238 


ras inhibitor • 


M37190 




NP 061866 


4225 


0.002096 


Parkinson disease (autosorinal 
recessive, early onset) 7 (PARK7), 
mRNA /cds=(21 ,590) /gb=NM_007262 
/gi=6b05748 /U9=Hs.10958 /len=842 


NM_007262 


Hs.10958 


NP_009193 


4244 


0.047031 


mRNA for KIAA0121 protein, partial 
Cds. /Cds=(41 1 ,1 301 ) /gb=D509t1 
/gi=6633996 /ug=Hs. 1 55584 /len=3787 


P50911 


Hs. 155584 




4253 


0.011745 


cartilage associated protein (CRTAP), 
mRNA/cds=(12,1217) /gb=NM_006371 
/gi=21 536278 /ug-Hs.1 55481 ' 
/len=2307 


NM_006371 


Hs. 155481 


NP_006362 ; 


4262 


0.043799 


peptidylprolyl isomerase B (cyclpphilin : 
B) (PPIB), mRNA /cds=(1 50,800) 
/gb=NM_000942 /gi-20149505 : 
/ug=Hs.394389 /len=1028 


NM_000942 


Hs.394389 


NP_000933 


4264 


0.004825 


syntrophin, alpha 1 (dystrophin- 
associated protein A1 , 59kDa, acidic 
cornponent) (SNTA1), mRNA 
/cds=(273.1790)7gb=NM_003098 
/gi=1 8765742 /ug=Hs.31 121 /len=2345 


NM_003098 


Hs.31121 


NP^00308§ 


4268 


0.001878 


reticulon 3 (RTN3), mRNA 
/cds=(1 25,835) /gb=NM_006054 
/gi=51 74654 /ug-Hs.252831 /Ien=i2524 


NM_006054 


Hs.252831 


NP_006045 


4296 


0.043799 


splicing factor 3b, subunit 2, 145kp, 
clone IMAGE:2822659, mRNA, partial 
cds /cds=(1 .2696) /gb=BCO0b401 
/gi=12653264 /ug=Hs.406423 
/len=2873 


BC000401 


Hs.406423 
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Genes Corresponding To Diff rentially Expressed Genes In Figure 20 - RA 




Spot 


p-vaiue 


Pescriptipn 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


4304 


O.03O249 


lracylglycerol-3-phosphate 0- 
acyltrarisferase 1 (lysophosphatidic acid 
acyltransferase, alpha) (AGPAT1), 
transcript variant 1, mRNA 
/cds=(31 9,1170) /gb=NM_00641 1 
/gi=26787964 /ug=Hs.240534 
/len=2242 


NM_006411 


Hs.240534 


NP_1 16130 


4308 


0,013394 


kruppel-like factor (LOC51713), mRNA 
/cds=(85.1 152) /C|b=NM_016270 . 
/gi=7706468 /ug=Hs.1 07740 /len^1647 


NM_016270 


Hs.1 07740 


NP_057354 


4309 


0.012276 


aniinopeptidase puromycin sensitive 
(NPEPPS), mRNA /cds=(1 96,2823) 
/gb=NM_006310/gi=1 5451 906 
/ug=Hs.293007 /len^177 ' 


NM_006310 


Hs.2930p7 


NP;.006301 


4316 


0.O078O7 


UPF2 regulator of nonsense transcripts 
(yeast) (UPF2), transcript variant 1 , 
rnRNA/cds-(1 30,3948) ' 
/gb=NM_080599 /9i=18375675 
/ug=?Hs.3862 /len=5223 \ 


NM^080599 


Hs.3862 


NP_542166 


4339 


0.003539 


tamin B receptor (LBR)) mRNA 
/cds=(76,1923) /gb=NM_002296 
/gi=4504960 /ug=Hs. 1 52931 /ien=37 1 4 


NM_b02296 


Hs.152931 ^ 


NP1002287 


4340 


0.008566 


heat shock 90kDa protein 1 , beta 
(HSPCB), mRNA/cds=(85,2259) 
/gb=NM_007355 /gi¥20149593 
/ug=Hs. 74335 /len=2567 


NM_007355 


Hs.74335 


NP^031381 


4341 


0.014599 


splicing factor, arginine/serine-rich 9 
(SFRS9), mRNA/cds=(53,718) 
/gb=NM_003769 /gi=4506902 " 
/ug=Hs.77608/len=1069 


NM_003769 


Hs.77608 


NP_003760 


4342 


0.025911 


RNA binding protein SI, serine-rich 
domain (RNPSI), transcript variant 1 . 
mRNA/cds-(252,1169) 
/gb=NM_006711 /gi=18379335 
/ug=Hs.75104/len=2038 


NM^P06711 


Hs.75104 


NP_542161 


4343 


0.002893 


lectin, galactoside-binding, soluble, 1 
(galectin 1) (LGALS1), mRNA 
/cds=(69,476) /gb=NM_002305 
/gi=6006015 /ug=Hs.382367 /len=526 


NM^002305 


Hs.382367 


NP_O02296 


4345 


0.007807 


faciogenital dysplasia (Aarskog-Scott 
syndrome) (FGD1), mRNA 
/cdS=(735,3620) /gb=NM_004463 
/qi=24797152 /ug=Hs.1572 /len=4291 


NM_004463 


Hs.1 572 


NP_004454 


4349 


0.004625 


class i cytokine receptor (zcytor5) 


AF1 78684 " 




NP 004741 
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Spot 


p-yalue 


Pescription 


G ne 

Accession No. 


Unigen 

Accession 

No. 


Protein 

Accession 
No. 


4352 


0.009388 


zinc finger protein 38 (ZNF38)', mRNA 
/cds=(98.1519)/gb-NMJ45914 
/gi-27*54493'0 /ug=Hs.2o682 /leh=1960 


NMJ45914 


Hs.20082 


NP_666019. 


4376 


0.009388 


KIAA0089 protein (KiAA0089); mRNAV 

/cds=(66,1121)/gb=NM_015141 ■ 
/gi=24307998 /ug=Hs.82432 /len=3959 


NM_015141 


Hs.82432 


NP_055956 


4404 


0.012276 


KIAA1723 protein, partial cds ' ' 
/ccls=UNKNOWN /gb=AB051 510 
/gi=12697990 /ug=Hs.8700 /len-7365 


AB051510 


Hs.8700 


NP^OO.6085 ' 

■ " ! 


4408 


0.018784 


mRNA for KIAAl 165 jirbtein, partial 
cds./cds=(1.855) /gb=AB032991 
/gi=6330170 /ug=Hs.30340 /len=441 5 


ABP32991 


Hs.30i34p 




4415 


0.030249 


kinectih 1 (kinesin receptor) (KTN1 ), 
mPiNA /cds=(84.3986) /gb=NM_004986 
/gi?=4826813 /ug=Hs.418467 /len=4457 


NM_004986 


Hs.418467 ' 


NP^0p4977;' 


4423 


0.035177 


Cp63 antigen (melanoma 1 antigeri) 
{CD63). mRNA /cds=(95.81 1 ) 
/gb=NM_001780 /gi=21237758 

/ug=Hs;433996 /len=925 • 


NM_0d1780 


Hs:433996 


NP_001771 


4428 


0.020388 


mRNA for KIAA1421 protein, partial 
cds. /cds=(1 ,4391 )/gb=AB037842 
/gi=7?43222 /ug=Hs.117268 /len=4391 


AB037842 


Hs.1 17268 




4435 


0.011238 


clone IMAGE:3633225, mRNA ■ 
/gb=BC01 2758 /gi= 15706478 
/ug=Hs.356377 /len=1914 


BG012758 


Hs.356377 


(.:■•:■:■;>.■ . . 


4440 


0:020388 


alcohol dehydrogenase 5 (class III); chi 
polypeptide (ADH5), mRNA 
/cds=(163,1287) /gb=NM^000671 ' 
/gi=1 1496890 /ug-Hs.78989 /len=2496 


NM_000671 


Hs.78989 


NP_O0O662 ' 


4453 


•-0.02801 


partial RAB18 gf ne for RAS-related 
^mall GTPase RAB18, axons 4-6 


AJ277148 






4459 


0.003563 


nonerythroid beta-spectrin 


L02897 






4471 


0.025911 


proteaspme (prosome, rriacropain) 26S 
subunit, non-ATPase, 9 (PSMD9), 
mRNA /cds=(96,767) /gb=NM_06281 3 
/gi=1 8543328 /ug^Hs.5648 /len=2338 


NM_002813 


Hs.5648 


NP_002804 


4487 


0.032636 


alpha-2-macroglobulin (A2M), mRNA 
/cds=(44.4468) /gb=NM_000014 
/gi=6226959 /ug=Hs,74561 /len=4577 


NM_000014 


Hs.74561 


NP_d00005 
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Spot 


p^yalue 


Deiscriptjon ■ 


Gene 

Accession No. 


Unlgeiie 

Accession 

No. 


Protein 

Accession 

No. 


4492 


0,017288 


UI-E-CL1-aifcl-f-14-G-Ul.r1 UI-E-CL1 
cDNA clone yi-E-CL1-afd-f-14-0-U| 5'. 
mRNA sequence /clone=U|-E-CL1-afd-f 
14-0-UI /clone_end=5' /gb=BM692513 
/gi=1 9005771 /ug=Hs.446595 /len=624 


BM692513 


Hs.446595 




4496 


0.013394 


proteasonne (f?r6some, macropain) 
subunit, beta type, 5 (PSMB5), mRNA 
/cds=(20,811) /gb=NM_b02797 
/gi=22538468 /ug=Hs.261927 

/Ien=ld50' 


NM_002797 


Hs.261927 


NP_002788 


4499 


0.013394 


cDNA FLJ3230P fis, clone . 
PROST2002227, highly similar to M- 
PHASE PHOSPHOPROTEIN 10. 
/gb=AK056862 /gi=1 6552379 
/ug=Hs.201676 /len=2334 


AK056862 


Hs.201676 


NP_005782 


4508 


2.03E-04 


peptidylTprolyl ispmerase G (cyclophilin 
G) (PPIG). mRNA /cds=(1 58.2422) 
/gb=^NM_004792 /gis4758105 
/ug=Hs.77965 /len=2695 


NM_004792 


Hs.77965 


NP_004783 


4514 


0.043799 


myeloid/lymphoid 6r mixed-lineage 
leukemia (trithorax (Drosophila) 
homoiog); translocated to, 2 (MLLT2) 
=113773, AF-4 mRNA, 


NM_005935 




NP_005926 


4515 


0.043799 


cell recognition molecule GASPR3: 
(CASPR3), transcript variant 1 , mRNA 
/Cds=(408,3872) /gb=NM_033655 
/gi=16306508 /ug=Hs.212839 
/ien=5017 


NM_033655 


Hs.212839 " 


NP;J387504 


4522 


, 0.00587 
• • 


collagen, type IV, alpha 1 (C0L4A1), 
mRNA/cds=(130.5139,) \ 
/gb=NM_0G1 845 /gi=1 701 7989 
/ug=Hs.1 19129 /len=6447 


NM_001845 


Hs. 119129 


NP_001836 


4531 


0.001878 


erythrocyte membrane protein band 4. 1- 
like2(EPB41L2), mRNA 
/cds=(45,3062) /gb=NM_,001431 
/gi=4503578 /ug=Hs.7857 /ien=4336 


NM_.p01431 ' 


Hs.7857 


NP_001422 


4532 


0.047031 


endohuclease/reverse transCRiptase 
^usmusculus] 


AAC53542 






4554 


0.012276 


integral menibrane protein»2B (ITM2B), 
mRNA /cds=(171,971) /gb=NM_021999 
/gi=1 1527401 /ug=Hs.239625 
/len=1843 


NM_021999 


Hs.239625 


NP_068839 ■ 


4555 


0.032636 


P13-kinase associated p85 mRNA 


M61906 




NP 852556 


4556 


0.014599 


phosphorylase, glycogen; liver (Hers 
disease, glycogen storage disease type 
VI) (PYGL), mRNA /cds=(52.2595) 
/gb=NM_002863 /gi=4506352 
/ug=Hs.771 /len=2643 


NM_002863 


Hs.771 


NP_002854 
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p^yalue 
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Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


4568 


0.040751 


chaperonin containing TCP 1, subunit 8 
(theta) (CCT8), mRNA/cds=(29,1675) 
/gb=NM_.006585 /gi=6005726 : 
/ug=Hs.15071 /len=1821 


NM_006585 


Hs, 15071 


NP_0P6576 


4570 


0.035177 


hypothetical protein KIAA0758 protein, 
partial cds 


AB018301 




NP_056049 


4576 


0.040751 


E-1 enzyme (MASA), 'mRNA 
/ccls=(222. 1 007) /gb=NM_021204 
/gi=1 0864016 /ug=Hs. 1 8442Vlen=1 992 


NM_021204 


Hs,18442 . 


NP_067027 


4578 


0.017288 


N-glycanase l (NGLYI), mRNA 
/cds=(42,2006) /gb^NM_018297 
/gi=21314689 /ug=Hs.63657 /!en=2182 


NM^018297 


Hs.63657 


NP_06p767 . 


4584 


0.043799 


Rhorassociated, c6ired<:oll containing 
protein kinase 1 (R0CK1), mRNA 
/cds=(1,4066)/gb=NM_005406 
/gi=4885582 /ug=Hs: 1 7820 /len=4065 


NM^00540iB 


Hs. 17820 


NP::005397 


4600 


0.010277 


SEC24 related gene family, member D 
(S. cerevisiae) {SEC2^D), mRNA 
/cds=(2p1,3299) /gb=NM_014822 
/gi=7662658 /ug==Hs. 1 9822 /len=3988 


NM_014822 


Hs. 19822 


NP::^055637 


4604 


0.013394 


hypothetical protein FLJ21 007 
(FLJ21007), mikNA /cds=(258„2213) 
/gb=NI^_030794 /gi=1 3540575 
/ug=Hs.19757len=2501 


NIVI_030794 


Hs.1975 . 


NP_1 10421 


4606 


0.023945 


cDNA FLJ33609 fis, clone 
BRAMY2015890. /gb=AK090928 
/gi=21749183 /ug=Hs.433138 
/len=2951 , .' ^ 


AK090928 


Hs.433138 




4613 


0.032636 


cold shock domain protein A (CSDA), 
mRNA/cds=(195.1313) 
/gb=NM_003651 /gi=21 359983 
/ug=Hs. 198726 /len=i 931- 


NM_003651 


Hs. 198726 


NP_003642 


4614 


0 007107 


sperm antigen-36 


AF187554 






4617 


0.025911 


PTD008 protein (PTD008), mRNA 
/cds=(234,554) /gb=NM_016145 
/gi=7706664 /ug=Hs.l08969 /len=870 


Ni\*1_016145 


Hs. 108969 


NP_^057229 


4622 


0.009388 


hypothetical protein FLJ1 1756 
(FLJ1 1756), mRNA /cds=(375,2795) 
/gb=NM_024606 /gi=24431999 
/ug=Hs.27497 /len=3167 


NM_024606 


Hs.27497 


NP^078882 


4627 


0.005325 


proteasome (prosome, macropain) 
subunit, alpha type, 2 (PSMA2). mRNA 
/cds=(20,724) /gb=NM_002787 
/gi=231 l0936/ug=Hs.41 1773 /len=885 


NlVi_002787' 


Hs,411773 


NP_002778 
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Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


4629 


0.0;20388 


immediate early response 3 (iER3), 
transcript variant long, mRNA 
/ccls=(30,611) /gb=NK/l_052815 
/gi=16554596 /ug==Hs.76095 /len?=1345 


NM1.052815 


Hs.76q95 : 


NP_4347p2 


4632 


0.006463 


zinc finger protein (ZNF-U69274). 
mRNA/cds=(162.3323) ■ 
/gb=NIVI_0144l5 /gi=7657702 
/ug=Hs.301956/len-5052 . 


NM^014415 


Hs.301956 


NP_055230 


4633 


0.002337 


chromobox 3 (HP1 gamnfia Drosophila) 
(CBX3), transcript variant 2, mRNA 
/cds=(1 52,703) /gb=NM_0l6587 
/gi=20544150 /ug=Hs.406384 
/len=1851 


NM_016587 


Hs.406384 


NP^p57671 


4634 


0.(J35177 


DNAJdomairi-containing (MCJ), rnRNA 
/cds=(424,876) /gb=NM_013238 
/gi=7019452./ug=THs.45105/len=1074 


NM^013238 ^ 


Hs.45105 


NP_03737p 


4662 


,0.008566 


CGI-128 protein {CGU1 28). mRNA 
/cds=(36,527) /gb=NM_016062 
/gi=77d6342 /ug=Hs,9825 /len=670 


NM_0l6p62. 


Hs.9825 


NP_057146 


4664 


0.032^36 


adaptor-related protein complex 3, 
Sigma 1 subunit {AP3S1), mRNA ' 
/cds={86,667.) /gb=NM_001284. 
/gi=450286a /ug=Hs.8b917 /len=1271 


NM_001284: 


Hs.80917 


NP_001275 


4669 


0.017288 


adenylyl cyclase-asspciated protein 
(CAP), mRNA /cds=(63. 1490) 
/gb=NM_006367/gi=1 0938021 
/ug=Hs.104125 /len=2614 • 


NM_006367 ■ 


Hs.104125 


NP_0Q6358 - 


4670 


0.003563 


UI-E-pW0-agg-j-l4-p-Ul.r1 UI-E-DWO 
cDNA clone UI-E-PWO-agg-j-14-O-UI 
5', mRNA sequence /clone=UUE-pWO- 
agg-j-14-O-Ul /clone_end==5' 
/gb=BM706185 /gi=19019443 
/ug=Hs.433563/len=949 . 


BM706185 


Hs:433563 




4673 


0.020388 


proteasome (prosome, macropain) 
subunit, beta type, 3 (PSMBS), mRNA 
/cds=(79,696) /gb=NM_0O2795 
/gi=22538464 /ug=Hs.82793 /len=784 


NM^dp2795 


Hs.82793 


NP_002786 . 


4675 


0.035177 


proteasome (prosome, macropain) 
activator subunit 1 (PA28 alpha) 
(PSME1), mRNA/cds=(93,842) 
/gb=NM_006263 /gi=5453989 
/uq=Hs.75348 /len=985 


NM_^006263 


Hs.75348 . 


NP^788955 


4676 


0 015895 


CDA14 (LOC51290), mRNA 
/cds=?(89, 1 225) /gb=NM_016570 
/gi=7706104 /ug=Hs,26813 /len=1378 


NM^016570 


Hs.26813 


NP^057654 
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Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


4684 


0.00587 


solute carrier family 25 (mitochondriai 
carrier; phosphate carrier), mernber 3 
(SLC25A3), nuclear gene encoding 
mitochondrial protein, transcript variant 
lb, mRNA/cds=(49.1134) 
/gb=NM_002635 /gi=4505774 
/ug=Hs.78713/len=1330 


NIWI_002635 


Hs:78713 


NP_005879 


4685 


0.014599 


calumenin (CALL)). mRNA 
/cds=(63,1010) /gb=NM_001219 
/gi=6005991 /ug=Hs.7753 /len-3320 


NM_:0012i9 


Hs.7753 


NP;^001210 


4700 


,0.017288 


DnaJ'(Hsp40) subfamily B, member 4 
(DNAJB4), mRNA /cds=(160,1 173) 
/gb=NI\/l_007034 /gi=24431 959 
/ug=Hs.41693 /len=2250 


NM„007Q34 


Hs.41693 


NP_008965 


. 4703 


0.040751 


leukptriene A4 hydrolase (LTA4H), 
mRNA /cds={69,1904) /gb=NI\/l_000895 
/gi?4505028 /ug=Hs.81 1 18 /len=2060 


NM_P00895, 


Hs.8^118 


NP100088B - 


4715 


0.03788 


liydroxysteraid (17-beta) 
dehydrogenase 12 (HSD17B1 2), 
mRNA /cds=(74,1012) /gb=NI\/l_016142 
/gi=7705854 /ug=Hs.279617 /len=2393 


Niyll0i6i42 


Hs.279617. 


NP_057226 


4722 


0.003563 


S-jDhase l^inase-associated protein 1 A 
(p1 9A) (SKPI A), transcript variant 1 , 
mRNA /cds=(140,622) /gb=NM_006930 
/gi=25777710 /ug=Hs.171626 
/len=2172 , 


NM_006930 


Hs.1 71626 


NP_733779 


4728 


0.0Q5$7 


pp2l (LOC61186), mRNA 
/cds=(263.577) /gb=NIVI_016303 
/gi=1 0047099 /ug=Hs. 15984 /Ien=1p38 


NM_0t63O3 


Hs. 15984 


NP_057387 


4731 


0.011238 


tumor protein p53-binding protein 
(TP53BPL), mRNA7cds=(54i.2988) 
/gb=NM_005802 /gi=50321 90 
/ug-Hs. 1 79982 /(en=3549 


N|VI_005802 


Hs.1 79982 


NP_005793 


4732 


0.010277 


IVIUF1 protein {iy/IUF1), mRNA 
/cds=(1 , 1 854) /gb=NM_0b6369 
/gi=5453747 /ug=Hs.172210 /len=2165 


NM_006369 


Hs.172210 


NP_006360 


4735 


0.011238 


spectrin beta protein (pAZSP 3' end) 


X91849 






4747 


0.015895 


leucine zipper transcription factor-like 1 
(LZTI^LI), mRNA/cds=(125.1024) 
/gb=NM_020347 /gi=9966792 
/ug=Hs.30824 /len=3384 


NM_020347 


Hs.30824 


NP_065080 


4759 


0.017288 


clone IMAGE:44321 59. mRNA 

/gb=BC032437 /gi=21 595543 
/ug=Hs.249247 /len=2309 


BC032437 


Hs.249247 





> 
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Accession No. 


Unigene 

Accession 

No. 


Prot. iri 

Accession 

No. 


4766 


0.009388 


DnaJ (Hsp40) subfamily C, member 8 
(DNAJC8), mRNA/cds=(8,802) . , 
/gb=NM_bl4280 /gi=7657610 
/ug=Hs.433540 /len=1525 


NIW^014280 


Hs.433540 


NP_055095 


4775 


0.030249 


glutathione-S-transferase like; 
glutathione transferase omega 
(GSTTLp28). mRNA /cds=(1 0.735) 
/gb=NM_004832 /gii=4758483 
/ug=Hs 11465 /len=793 


NM_004832. 


Hs.11465 


NP_004823 


4782 


0.047031 


CDC-like kinase! (CLK1). mRNA 
/cds=;(1 56.1610) /gb=NM_004071 
/gi=4758007 /ug-Hs.2083 /len=1834 


NM_004071 


Hs.2083 


NP;:.004062 


4789 


.0.014599 


tumor protein p53 binding protein. 2 
(TP53BP2), mR.NA/cds=(757.3774) 
/gb=NM_0p5426 /gi-4885642 
/ug=Hs.44585 /len=4534 


NM_005426 


Hs.44585 


NP_005417 


4796 


0.03788 


cofactor required for Spi transcriptional 
activation, subunit 2, t50kDa (CRSP2). 
mRNA/cds=(120,4484) 
/gb^NM_004229/gi=4758101 
/ug=Hs.407604 /len-7984 


NM_004229 


Hs.407604 


NP_004220 


4801 


0.003947 


growth hormone inducible 
transmembrane protein (GHITM), 
mRNA /cds=(1 30,1 089) 
/gb=NM_014394 /gi=7657479 
/ug=Hs.433957 /len=2374 


NM^014394 


Hs.433957 


NP_0552P9 


4804 


0.035177 


receptor-associated protein of the 
synapse, 43kD (RAPSN), transcript 
variant 1, mRNA/cds=(2l5,1453) 
/gb=NM_005055 /gi-15619012 
/ug=Hs.81218/len=1664 


NM^005d55 


Hs.81218 


NP_116034 


4807 


0.003947 


glypican 6 (GPC6), mRNA 
/cds=(61 6,2283) /gb=NM_005708 
/gi-8051601 /ug=Hs.1 18407 /len=2760 


NM_005708 


Hs.1 18407 


NP_005699 


4809 


0.02801 


matrilin 1, cartilage hriatrix protein 
(MATN1), mRNA/cds-(490,1980) 
/gb^NM_002379 /gi=13518035 
/ua_=Hs.150366 /len=2414 


NM_002379 


Hs. 150366 


NF?_002370 


4832 


0.035177 


putative membrane protein 
{LOC54499), mRNA /cds={1 39.705) 
/gb=NM_019026 /gi=24308132 
/ug=Hs.93832/len=1186 


NM_019026 


Hs.93832 


NP_061899 


4838 


0.043799 


protein tyrosine phosphatase, receptor 
type. K (PTPRK), mRNA 
/cds=(22 1,4543) /gb=NM_002844 
/gi=1 8860901 /ug=Hs.790p5 /len=5982 


NM_002844 


Hs.79005 


NP_002835 

•> 
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Accession 

No. 
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No. 


4846 


0.047031 

- - - 


thioredoxin related protein (MGC3178), 
mRNA /cds=(82,1056) ./gb=NM_03p810 
/gi=1 3540603 /ug=Hs.61 01 7len=271 2 


NM_030810 

--. : - . . 


Hs 6101 


NP^I 10437 


4882 


0.043799 


CGl-125 protein (CGI-125), mRNA 
/cdsi=(79,474) /gb=NM_016060 
/gi=7705591 /ug=Hs.27289 /len=1 196 


NM_016060 


Hs.27289 


NP^057144 


4885 


0.003213 


clone alpha_est218/52Cl mRNA 
sequence /gb=AF001542 /gi=2529714 
/ug=Hs.3564427len=2992 , 


AF001542 


Hs.356442 




4904 


0.035177 


tj44d11.x1 

Sbares_NSF_F:8_9W_OT_PA_P_S1 
cDNA clone IMAGE:2144373 3' similar 
to gb:Y00716 COMPLEMENT FACTOR 
H PRECURSOR mRNA sequence 
/clone=IMAGE:21 44373 /clone_end=3' 
/gb=AI470482 /gi==4332572 
/ug=Hs.387691 /len=384 


A1470482 . 


Hs.387691 




4919 


0.015895 


KiAA0436 mRNA, partial eds. 
/cds-(1 ,2070) /gb=AB007896 
/gi=26621 62 /ug=Hs.1 10 /len=4661 


AB007896 


Hs.llQ 


^ ... 


4925 


0.030?49 


tm68a09 x1 NCl_CGAP_Brn25 cDNA 
clone IMAGE:216325^ 3", mRNA.. 
sequence /clone=IMAGE:2163256 
/clone_end=3' /gb=A!498805' 
/gi=4390787 /ug=Hs.436349 /leh=460 


AI498805 


Hs.436349 




4941 


0.023945 


mRNA; cDNA DKFZp451 P 1 76 (from 
clone DKFZp46lP176) /gb=AL832365 
/gi=21 732928 /ug=Hs,1 59471 
/|en=5559 


AL832365 


Hs 159471 




4944 


0.025911 


hypothetical protein FLJ20452 
(FU20452), mRNA /cds=(1 5,614) 
/gb=Niyi_bl7828 /gl=21361660 
/ug=Hs.351327/len=1948 


NM_017828 


Hs.351327 


NPI060298 


4946 


0.02801 


rhyosin, light pblypeptide 6, alkali, 
smooth muscle and non^muscle 
(MYL6), transcript variant 3, mRNA 
/cds=(41,514)/gb=NM_079425 . 
/gi=1 7986263 /ug=Hs.77385 /len=717 


NM_079425 


Hs.77385 


NP_524149 


4950 


0.010277 


mRNA for KIAA1 865 protein, partial 
cds. /cds=(622.2793) /gb=AB058768 
/gi=14017946 /ug=Hs.179260 
/len=3641 


ABd58768 


HS179260 


. 


4951 . 


0 020388 


PAl-1 mRNA-bindlna Protein fPAl- 
RBP1), mRNA/cds=(86,i249j , 
/gb=NM_015640 /gi=7661625 
/ug=Hs.165998/len=2201 


NM 015640 


Hs.165998 


NP_P56455 
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Spot 
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Gene 

Accession No.. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


4962 


0.018784 


mRNA for KIAAI 320 protein, partial 
cds. /cds=^(2051,3754)/gb=AB037741 
/gi=724302d /ug=Hs.1 1 7414 /len=5321 


AB037741 . 


I^s.1 17414 




4992 


0.014599 


tissue factor pathway inhibitor 
(lipoproteinrassociated coagulation 
inhibitor) (TFPI), mRNA /cds=(1,915) 
/gb=NM_006287 /gi=6715569 
[/ug=Hs.170279/len=915 


NM^006287 


Hs: 1.70279 


NP_006278 


. 4999 


0.04244 


mRNA for KIAA0592 protein, partial 
cds. /eds=(1 ,4062) /gb=AB011 164 
/gi=3043707 /ug=H$-439367 /leh=4623 


AB011164 


H$.439367 


• ' " \ 


5000 


0.003563 


diphtheria toxin receptor (heparih- 
binding epidermal growth factor^like 
growth factor) (DTR), mRNA 
/Gds=(262,888) /gb=NM_001945 
/gi=4503412 /ug=Hs.799 /len=2360 


NM_001945 


Hs.799 


NP^001936 


5005 


0.0071 07 


ainkyirin repeat and SOCS box- 
containing 1(ASB1); mRNA 
/cds=(87,1094) /gb=NM_,016114 
/gi=22208961 /ug=Hs.1 53489. 
/len-6798 - 


NM_oi6ii4 :• 


Hs. 153489 

. t - 


NP_057198 


5012 


0.006463 


ATP synthase, H transporting, 
mitochondrial FO complex, subunit e 
(ATP5I), mRNA /cds=(64,273) 
/gb=NM_007100 /gi=6005716 
/ug=Hs.85539 /len=336 


NM^007100 


Hs.85539 


NP_009031 


5018 


:0:012276 


mRNA; cDNA DKFZp762B195 (from 
clone PKFZp762B195) /gb=AL359585 
/gi=8i655645 /ug=Hs.356766 /len=21 83 


AL359585 


Hs.356766 




5019 


0.004367 


desmin (DES), mRNA /cds={81, 1490) 
/gb=NM_001927/gi=18105049 
/ug=Hs.279604 /len=2236 


Nl\/l_001927 


Hs.279604 : 


NP_001918 


,5022 


0.020388 


ORMI-IIke 3 (S. cerevisiae) (0RMDL3), 
mRNA /cds=(141,602) /gb=NMJ39280 
/gi=27544926 /ug=Hs.374824 . 
/Ien=2109 


|v)M_139280 


Hs.374824 


NP_644809 


5054 


0.018784 


topoiisomerase (DNA) III beta (T0P3B), 
mRNA/cds=(445,3033) 
/gb=NM_003935 /gi=20357524 
/ug=:Hs. 1 94685 /len=3 133 


NM_O03935 


Hs. 194685 


NP_003926 


5056 




hvnnthptiral nrotpin Fl J^OPS'S 
(FLJ20255). mRNA/cds=(146.1090) 
/gb=NM_017728 /gi=8923229 
/ug-Hs. 1 5797 /len=1 769 


NM 017728 


Hs. 15797 - 


NP_060198 
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Accession ; 
No. 
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5085 


0.020388 


paralemmin (PALM), mRNA 
/cds=(146,1309) /gb=NM_002579 
/gi=4557Q41 /ug=Hs J8482 /leri=2823 


Nl\/i_002579 


Hs.78482 


NP_002570 


5164 


0.00587 


nucleolar protein 5A (56kpa with 
KKE/D repeat) (N0L5A), mRNA 
/cds=(22.1830) /gb=NM_006392 
/gi-5453793 /U9==Hs.296585 /len=1973 


NIVI_0063.92 


Hs.296585 


NP_006383 


5168 


0.03788 


nucleolar protein ANKT (ANKT), mRNA 
/cds=(713,1393) /gb=NM_016359 
/gi?7705950 /ug=Hs.279905 /len=2268 


NM_016359 

■ . • ■ /' 


Hs.279905 


NP_060924 


5170 


0;03788 


glioblastoma amplified sequence 
(GBAS),, mRNA /cds=(9,869) 
/gb=NM_00t483 /gi=4503936 
/ug=Hs. 1 52707 /len=1 975 


NM_001483 


Hs. 152707 


NP^001474 


5174 


0.030249 


plasminogen activator inhibitor-1 


J03764 




■ ■■ . .'r •• •, 


'5176 


0.047031 


nriRNA for KiAA0379 protein, partial 
cds. /eds=(1 ,3181) /gb-AB002377 
/gi=6634024 /iig=Hs.32556 /len-4408 


AB002377 


Hs.32556 




5198 


0.011238 


piateiet derived growth febtor C 
(PDGFC), mRNA /cds=(492,1 529) 
/gb=NM_016205 /gi-9994186 
/uq=Hs.43080 /len=3007 ■ 


NIVI2.016205 - 


Hs.43080 


NP_P57289 


5203 


0.032636 


autocrine motility factor receptor 
(AMFR), transcript variarit 1, mRNA 
/cds=(66,1 997) /gb=NM_001 144 
/gi=21071000 /ug=Hs.86731 /len=3453 


Niyi^ooiU4 


Hs.80731 


NP162040.8 


5206 


6.56E-04 


CAAX box 1 (CXX1), mRNA 
/cds=(335,964) /gb=NM_003928 
/gi=4503180 /ug=Hs!25_0708 /len=1209 . 


NIVI^003928 


Hs.250708 


NP:::.003919 


5213 


0;014599 


H3 histone. family 3A (H3F3A), mRNA 
/eds=(1 16,526) /gb=NM_002107 
/gi=22027640 /ug=Hs. 1 81 307 
/len=1047 


NM_002107 


Hs. 181 307 


NP_002098 


5224 


0.014599 


ubiquit6usly-expre$sed trajnscript 
(UXT), transcript variant 1 , mRNA 
/cds?=(1 55,664) /gb=NM_1 53477 
/gi=24041017 /ug=Hs.1727917len=?734 


NMJ 53477 


Hs.1 72791 


NP_705582 


5236 


0.030249 


mitochondrial ribbsomarprotein L20 
(MRPL20), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(65,514) /gb-NM_017971 
/gi=26638656 /ug^Hs. 1 82698 yien=705 


NM_017971 


Hs. 182698 


NP_060441 
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Accession No. 
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No. 


Protein 

Accession 

No. 


5239 


0.022106 


zinc-finger protein AY1 63807 
(HSPC055), mRNA/eds=(1 99,31 14) 
lgb=HMJiiM5Vg\^2ni4Am " 
/ug=Hs. 1 79898 /len=3859 


NM_014153 


Hs.1 79898 . 


NP_054872 


5240 


0.014599 


karyopherin (importin) beta 3 (KPNB3), 
mRNA /cds={1 39,3486) ' ; 
/gb=NM_002271 /gi=24797085 
/ug^Hs.113503 /len=5977 


NM^P02271 


Hs.113503 . 


NP_0022?2 


5242 


0.005325 


CDK2 -associated protein 1 
(CDK2AP1 ), mRNA /cds=(523,870) 
/gb-NM_004642 /gi=1 7978492 
/ugTHs.433201 /len=1627 


NM_004642 


Hs.433201 


NP_004633 


5243 


0.02801 


cliromosome 14 open reading friame 2 
(C14ort2). mRNA/cds=(61,237) 
/gb=NM_004894 /gi==4758939 
/ug=Hs. 1 09052 /len=627 


NM_004894 


HS.1P9'052 


NP_q04885 


5250 


0.017288 


SFRS protein kinase 1 (SRPK1), 
mRNA /cds=(10,1974) /gb=NM^003137 
/gi=15834623 /ug=Hs.75761 /len=4244 


NM^0P3137; : ; 


Hs.75761 


NP_0P3128 


5258 


0.018784 


testis derived transcript (3 LIM 
domains) (TES), transcript variant 1, 
mRNA/cds=(182,1447) ' 
/gb=NM_015641 /gi=23238186 
/ug=HS. 165986 /len=2766 


NM_015641 


Hs. 165986 


NP_690042 


6305 


0.03788 


cleavage and polyadenylation specific 
factor 6, 68kDa (CPSF6), mRNA , 
/cds=(35, 1 690) /gb=NM_0d7bd7 
/gi=5901927 /ug=Hs.64542 /len=3426 


NM_007007 


Hs.64542 


NP_008938 


: 5309 


0.005325 


bone sialoprotein (BNSP) gene 


L24759 






5320 


0.047031 


mRNA; cDNA DKFZp564O0122 (from 
clone DKFZp564O0122) /gb=AL049951 
/gi=48841 9a/ug=Hs.22370 /len-1 727 


AL049951 


Hs.22370 




5329 


0.015895 


dolichyl-diphosptiooiigbsaccharide- 
protein glycosyltransferase (DDOST), 
mRNA /cds=(60.1430) /gb=NM_005216 
/gi=20070196 /ug=;Hs.34789 /len=2045. 


NM_005216 


Hs.34789 


NP_005?07 


5348 


0.006463 


KIAA0066 mRNA, partial cds 
/cds=(1,2948) /gb=D31886 /gi=505099 
/ug=Hs.227881 /len=3635 


D31886 


Hs.227881 




5365 


0.005325 


cDNA FLJ31667 fis, clone 

NT2RI20d4840.. /gb=AK056229 

/gi=1 6551 572 /ug=Hs.48692 /len=2052 


AK056229 


Hs.48692 





r 



2730 



Genes Gorresponding to Differentially Express d Qenes in Figure 20 - RA 




Spot 


p-valu 


Description 


Gen 

Acc ssion No. 


Unigene 

Accession 

No. 


Protein 
Acc ssion 
No. 


5366 


0.011238 


glucagon (GCG), mRNA 
/cds=( 1 00,642) /gb=NM_002054 
/gi=2030216i/ug-Hs.423901 

/len=1128 


NM_002p54 


Hs,423901 


NP_002045 


5374 


0.023945 


ribosomal protein L10 (RPL10), mRNA 
/cds=(42.686) /gb=NM_006013 
/gi=1 571 8685 /ug=Hs.4i2900 
/len^2188 


NM_006013 


Hs.412900 


NP_0O60P4 


■5388 


0.006463 


peroxiredoxin 1 (PRDXl), mRNA 
/cds=(61,660) /gb=NM_002574 
/gi-4505590 /ug=Hs. 1 80909 /len;=937 


NM_002574 


Hs.1 80909 


NP_002565 


5392 


,0.030249 


done IMAGE:5398100, mRNA 
/gb=BC035584 /gi=23273438 
/ug=Hs.407477 /len=1570 


BC035584 


Hs.407477 




5393 


0.020388 


ubiquitination factor E4B (UFD2 yeast) 
(UBE4B), mRNA/cds=(86,3994) 
/gb-NM_006048/gi=51 74482 
/ug=Hs.24594/leri=5314 


NM_006048 


Hs.24594 


NP_006039 


5394 


0:032636 


hypothetical protein FLJ 1 1 294 
(FLJ1 1294). mRNA /cds=( 160.4 170) 
/gb=NIVI_0i 8383 /gi=1 9923528 
/ug=Hs. 1 07000 /len=4602 


NM:^018383| 


Hs, 107000 


NP^060853 


5406 


0.007107 


autism susceptibility candidate 2 
(AUTS2), mRNA/cds=(322;4101) 
/gb=NM_01 5570 /gi=1 7864089 
/ug=Hs.32168/len=5972< . 


NM^015570 


Hs.32168 


NP,056385 


5412 


! 0.003947 


SRY (sex determining region Y)-bpx 9 
(campomelic dysplasia, autosomal sex-^ 
reversal) (S0X9), mRNA 
/cds=(373, 1 902) /gb=NM_00034:6 
/gi=4557852 /ug=Hs23i67len=3936 


NM_000346 


Hs.2316 


NP_00033r 


5414 


0.010277 


mRNA; cDNA DKFZp3l3L1 834 (from 
clone DKFZp31 3L1834) /gb=AL832699 
/gi=21 733278 /ug=Hs.336446 
/len=2883 


AL832699 


Hs.336446 




5417 


0.040751 


hypothetical protein FLJ1 0707 
(FLJ10707), mRNA /cds=(1 92.2966) 
/gb=NM_018187 /gi=8922606 
/ug=Hs.7187/len=3334 


NM_018187 


Hs.7187 


NP_060657 


5421 


0.04244 


cDNA FLJ35247 fis, clone 
PROST200351 7. weakly similar to zinc 
finger protein dp mRNA. /gb=AK092566 
/gi=21751188 /ug==Hs.102951 
/len=2724 


AK092566 


Hs.1p2d51 
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5422 


0.003947 


Finkel-Biskis-Reilly murine sarcoma 
virus (FBR-l\/luSV) ubiquitously 
expressed (fox derived); ribosomal 
protein S30 (FAU), mRNA 
/cds=(1 06,507) /gb=Ni\/i_001997 
/gi=17981709 /ug=Hs.177415/len-574 


NM_001997 


Hs. 17741 5 


NP_001988 


5428 


0.043799 


proteasome (prospme, macropain) 
subunit, beta type. 7 (PSMB7), mRNA 
/cds=(1 8,851) /gb=NM_002799 
/gi=23110926/ug=Hs.433434 . 
/Ien=1012 


NM_002799 


Hs.433434 


NP_OO2790 


5431 


0.009388 


thyminerDNAiglycosylase (TD6); 
mRNA/cds=(400,1632) 
/gb=NI\/i_003211 /gi=4507422 
/ug=Hs. 1 73824 /len=34 10 


NMJ03211 


Hs. 173824 


NP_003202 


5433 


0.032636 


actin related protein 2/3 complex, 
subunit 5, 16kDa (ARPC5), mRNA 
/cds=(1 92,647) /gb=NM_00571 7 
/gi=23238212 /ug=Hs,82425 /len=2000 


NM_005717 


Hs.82425 


NP_.005708 


5435 


0.002602 


prolylcarboxypeptidase (angioterisinase 
C) (FRCP), mRNA /Gds=(30,1 520) 
/gb=NM_005040 /gi=4826939 
/ug?=Hs.75693 /len=2060 


NM^005040 • 


Hs.75693 


NP_005031 


5448 


0.040751 


eukaryotic trahslatioh initiation factor 
4A. isoform 2 (EIF4A2), mRNA 
/cds=(16,1239) /gb=NI\/l 001967. 
/gi.9945313/ug=Hs473912/leh=1864 


NM_p01967 


Hs. 17391 2 


NP_001958 


5449 


:0.d03947 


mRNA; cDNA DKFZp667D2123 (from 
done DKFZp667D21 23) /gb=AL832786 
/gi-21 733368 /ug=Hs.283643 
/len=3000 


AL832786 


Hs.283643 




5467 


0.003213 


DKFZp586L0218 (from clone 
DKFZp586L0218) 


AL049383 




NP^0p4841 


5468 


0.010277 


Deleted in split-hand/splitrfoot 1 region 
(DSS1). mRNA /cds=(1 29.341) 
/gb=NM_006304 /gi=5453639 
/ug=Hs.333495 /len=509 


NM_006304 


Hs.33349,5 


NP_006295 


5469 


0.023945 


hypothetical protein FLJ2 1432 
(FLJ21432), mRNA /cds=(1 10.886) 
/gb=NM_024551 7gi=13375714 ^ 
/ug=Hs.334854 /len=3500 


NM_024551 


Hs 33485^1 


NP_078827 


5472 


0.047031 


PR domain containing 10 (PRDM10), 
mRNA /cds=(21 7.3402) 
/gb-NM_020228 /gi=9910503 
/ug=Hs.275086/len=6010 


NM_020228 


Hs.275086 


NP_064613 
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bescriptioii 


Gene 

Accession No. 


Unig'ene 

Acceission 

No. 


Protein 

Accession 

No. 


5489 


0.030249 


DKFZP566H073 protein 
(DKFZP566H073), mRNA , 
/cds"=(450,1502)7gb=NlVi_015528 ' ; 
/gi=14149701 /ug=Hs.7158 /len=1723 


NM^p15528 


Hs.7158 


NP_056343 


5499 


0.007107 


adaptor-related protein complex 2, 
Sigma 1 subunit (AP2S1), transcript 
variant API 7, mRNA /cds=(71,499) 
/gb=NM_004069/gi=1 1038644 
/ug=Hs.1195917len=781 


NM_004069 


Hs, 11 9591 


NP_067586 


5502 


0.003213 


AGENeOURT_6626032 
NIH_MGe_1 1 6 cDNA clone 
IMAGE:5758987 5', mRNA sequence 
/clpne=IMAGE:5758987 /clone_end=5' 
/gb=BM923381 /gi=19373760 
/ug=Hs.437001 /len=1729 


B,M923381 


Hs.437001 

■ " 


. ■ ' i ■ 


5504 


0.007807 


hypothetical protein FLJ22329 
(FLJ22329), mRNA/cds=(36,767) 
/gb=NM_024656 /gi=1 3375904 
/ug=Hs.367653/len=2501 . 


NM_024656 


Hs.367653 i 


NP_07;8932 ' 


5521 


0.030249 


papillomavirus L2 interacting nuclear 
protein 1 (PLInKi ), mRNA 
/eds=(1 ;669) /gb=NM_652850 
/gi=1 8959277, /ug=Hs.83135 /len=669 


NM_p52850 


Hs.83135 


NP 443082 '- 


5547 


0.02801 


hypothetical protein MGG31 967 
(MGC31967), mRNA/cds=(67,918) 
/gb=NM_1 74923 /gi=28316809 
/ug=Hs.277026 /len=936 


NM_i 74923 


Hs.277026 


NP_777583 


5578 


0.001339 


ATP synthase, H .transporting, 
mitochondrial F1 complex, beta 
polypeptide (ATP5B), nuclear gene 
encoding mitochondrial protein, nnRNA 
/cds=(46,1665) /gb=NM_001686 
/gi=45022947ug=Hs.406510 /len=1807 


NM_d01686 


Hs.406510 


NP^0Ci1677 : 


5580 


0.047031 


PTK9L protein tyrosine kinase 9-iike 
{A6-related protein) (PTK9L), mRNA 
/cds=(1 05,1 154) /gb=NM_007284 
/gi=6005845 /ug=Hs.6780 /len=1574 


NM_0p7284 


Hs.6780 


NP_009215 


5590 


0.002337 


eukaryotie translation initiation factor 4E 
like 3 (EIF4EL3), mRNA /cds=(1 5,752) 
/gb=NM_004846./gi=4757701 
/ug=Hs.191227len^974 


NM_004846 


Hs.19122 


NP_004837 


5591 


0.014599 


SEC22 vesicle trafficking protein-like 3 
(S. cerevisiae) (SEC22L3), transcript 
variant 2. mRNA /cds=(1 1 9,871 ) 
/gb=NM_004206 /gi=21 536310 
/ug=Hs.12942/len=1519 


NM_004206 


Hs. 12942 


NP J 16752 
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Spot 


p-Valiie 


Description 


Gene 

Accession No. 


Unigene 

Accesision 

No. 


Protein 
Acc ssjpn 
No. 


5620 


0:0203B8 


solute carrier family 25 (mitochondrial 
carrier; adenine nucleotide 
trahslocatpr), member 6 (SiLC25A6), 
nuclear gene encoding mitochondrial 
protein, mRNA /eds=(93,989) 
/gb=NM_001636 /gi=27764862 
/ug=Hs.407372 /len=1455 


NM_001636 


Hs.407372 


NP_;ooi627 ■ 


5629 


0017288 


follistatin (FST), transcript variant 
FST317, mRNA/cds=(28,981) 
/gb=NM_006350 /gi;=7242223 , 
/ug=Hs.9914/len=1386 


NM_006350 


Hs.9914 


NP;^037541 : 


5635 


0.014599 


mRNA for KIAA0251 gene, partial cds. 
/cds=(1 ,2464) /gb=D87438 /gi=2055294 
/ugi=Hs.343566 /len=3875 ' 


D87438 


Hs.343566 




5639 


5.79E-P4 


rnitogen-activated protein kinase 7 
(MAPK7), transcript variant 1 , mRNA 
/cds=(355,2805)/gb=NM_1 39033 
/gi=209865G,0 /ug=Hs,3080 /leri=3113 


NM_;i 39033 : 


Hs.3080 


NP^620603 


5644 


0.014599 


integriri, beta 1 (fibronectin receptor, 
beta polypeptide, antigen CD29 
includes MDF2. MSK12) (ITGB1). 
transcript variant 1 A, mRNA 
/cds=(127,2523) /gb=NM_002211 
/gi=19743812/ug-Hs.287797 ; . 
/Ien=3700 . 


NM 002211 


Hs.2^7797 


NP_596867 


5650 


0.011238 


small cytoplasmic Y RNA (Y4) 
(=X57566 hy4 Ro RNA (associated with 
erythrocyte Ro RNP's)) 


L32608 






5653 


0.011238 


glypican 3 (GPC3), mRNA 
/cds=(1 91 .1 933) /gb=NM_004484 
/gi==5360213 /ug=Hs.1 19651 /len=2382 

c . ■• ' ■ 


NM_004484 


Hs.1 19651 


NP_O04475 


5656 


0.047031 


calcium channel, voltage-dependent, 
beta 1 subunit (CACNB1 ), mRNA 
/cds=( 150, 1940) /gb=NM_000723 
/gi=1 992311 8 /ug=Hs.635 /len=3658 


NM^000723 


Hs.635 


NiP_0007l4 


5657 


0.010277 


AtPase, H transporting, lysosomal 
(vacuolar proton pump) membrane 
sector associated protein M8-9 
(ATP6M8-9), mRNA/cds=(103,1155) 
/gb=NM_005765 /gi=1 501 1917 
/ug=Hs. 1 83434 /len=2044 


NM_0P5765 


Hs. 183434 


NP_005756 


5665 


0.010277 


golgi associated, gamma adaptin ear 
containing, ARF binding protein 3 
(GGA3), transcript variant long. mRNA 
/cds=( 1 0,2 1 81 ) /gb=NM_1 3861 9 
/gi=20336266 /ug=Hs.87726 /len=3860 


NM_138619 


Hs.87726 


NP^619525 
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Gene 

Accession No. 


Unigene 

Accession 

No. 


Prot in 

Acc ssion 
No. 


5669 


0.043799 


membrane protein, palmitoylated 1, 
55kDa (MPP1), niRNA /cds^(1 16,1516) 
/gb=NMl002436 /gi=6006024 
/ug=Hs,1861 /len=2001 


NM_002436 


Hs.1861 


NP_.0024?7 - 


5670 


0.043799 


suppressor of qytokine signaling 1 
(S0CS1 ). mRNA /cds=(1 55,790) 
/gb=NM_003745 /gi=4507232 
/ug=Hs.50640/len=1216 


NM^003745 


Hs.50640 


NP_003736 


5674 


0.003213 


peroxisome biogenesis factor 1 (PEX1), 
mRNA /cds=(61, 3912) /gb=NM_000466 
/gi=4505724 7ug=Hs;99847 /len=4343 


NM^000466 


Hs.99847 


NP_000457 


5675 


0.018784 

' j 


EST (aa17f08 r1 Sbares NhHMPu SI ' 
done 813543 5') 


AA45!5618 






5697 


0,00168 


furin (paired basic amino acid cleaving 
enzyme) (FURIN), mRNA 
/c;ds=(21 7,2601 )/gb==NM_G02569 . 
/gi=203361 93 /ug=Hs.59242 /len=41 80 


NM_002569 


Hs. 59242 


NP_002560 


5698 


0040751 


serine (or cysteine) proteinase inhibitor, 
eiade A (alpha-1 antiproteinase, 
antitrypsin), member 1 (SERPINA1), 
mRNA /cds=(233. 1489) 
/gb=NM_00029!5/gi=21361197 . 
/ug=Hs.297681 /len=1584 


NIVI_000295 


Hs.297681 ; 


Np;;;^ooo286 


5701 


0.023945 


mitocliondrion, complete genome 


NO 001807 






5709 


0.004367 


clone 1MAGE:4993796; mRNA 
/gb=BG040073 /gi=25455647 
/ug=Hs,322437 /len=2265 


BCd40O73 ■ 


Hs.322437 




■5724 


,0.00168 


proliferation-associated 2G4, 38kDa 
(Pift2G4), mRNA /cds=(98.1282) : 
/gb-NM_006191 /gi=5453841 
/ug=Hs 374491 /len=1607 


NM_006191 


Hs.374491 : 


NP^opeiBS 


5744 


0.001339 


DMA segment on chrorndsorrie X 
(unique) 9928 expressed sequence 
(PXS9928E), mRNA /cds-(76, 1 095) 
/gb=NM_004699 /gi=4758219 r. 
/ug=Hs.54277 /ien=1311 


NM_00469? 


Hs.54277 


NP_p04690 


5746 


0.032636 


glypican 1 (GPei), mRNA 
/cds=(222,1898) /gb=NM_002081 
/gi=4504080 /ug=Hs.2699 /len=3692 


NM_d02081 


Hs.2699 


NP_002072 


5755 


0.040751 


paraoxonase 2 (P0N2), mRNA 
/cds=(33.1097) /gb=NM_000305 
/gj=4505952 /ug=Hs.169857 /len=1600 


NM_0Q0305 


Hs. 169857 

/ 
\ 


NP^00d296 


5758 


0.047031 


STiPl and U-Box containing protein 1 
(STUB1), mRNA /cds=(57,968) 
/gb=NM 005861 /gi=5031962 
/ug=Hs.25197/len=1226 


NM_005861 


Hs.25197 


NP^O05852 
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p-va(ue 


D scription 


Gene 

Accession No. 


Unig ne 

Accession 

No: 


Protein 

Accession 

No. 


5769 


0.002096 


cDNA: FLJ21561 fls, clone eOL06415. 
/gb=AK025214 /gi=10437681 
/ug=Hs.969187leri=l641 / : 


AK025214 


Hs.96918 




5777 


0.020388 


cathepsin (CTSL), transcript variant 1, 
mRNA/cds=(345,1346) 
/gb=NM_0019127gi=22202617 
/ug=Hs.78056 /len=1632 • 


NM_0019i2 


his 78056 


NP;^666Q23 ] 


5781 


0.002893 


Met domain and RLD 3 (HERC3), 
mRNA/cds=(167,3319) 
/gb=NM_014606 /gi=7657151 
/ug=Hs.35804 /len=4894 


NM_014606 


Hs.35804 


NP_055421 


5818 


0.015895 


GDC28 protein kinase regulatory ' ' 
subunit IB (GKS1B), mRNA 
/cds=(1 0,249) 7gb=NM_00 1826 ' 
/gi=4502856 /ug=Hs. 348669 /len=717 


NM_001826 


Hs.348669 


NP_001817 


5821 


0.02801 


ribpsottial protein L11 '(RPL1 1), mRNA 

/cds=(21.557) /gb=NM^000975, 

/gi=1 5431289 /u9r=Hs.3886647len=609 


NM_000975 


Hs 388664 


NF»^p00966^ ; 


5826 


0,018784 


ribospmal protein L1 3a (RPL1 3A), 
mRNA /cds=(23i634)/gb=NM_012423 
/gi=14591905 /ug=Hs.389335 , 
/lert=1142 


NM_p12423 

V ■ 


Hs, 389335 


NP_036555 


5834 


0.035177 


myosin IE (MY01E), mRNA 
/cds=?(376,3705) /gb=NM_0.Q4998 
/gi=4826843 /ug=Hs.82251 /len=4666 


NM_p04998 


Hs.82251 ; 


NP:.00498.9 


5837 


0.02801 


Gl<001 protein (GK001), mRNA 
/cds=(185,1636) /gb=NM_020i98 . 
/9i-991 0241 /ug=Hs;8207 /len-3294 


NM_020198 


Hs.8207" 


NPL064583 


5844 


0.007807 


ATP synthase, H .transporting, 
mitochondrial FO complex, subunit e 
(ATP5l),mRNA/cds=(64,273) 
/gb=NM_007l00 /giF600571l6 
/ug=Hs.85539 /len=336 


NM_0D7100 


HS.85539 


NF?_0Q9'031 


5868 


0.043799 


serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1 ), member 1 
(SERPINE1), mRNA /cds=(76, 1284) 
/gb=NM_000602 /gi=10835158 
/ug=Hs.82085 /len=2876 


NM_00C)60i? 


Hs;82085 


NP_000593 


5880 


0.(312^76 


amyloid beta precursor protein 
(cytoplasmic tail) binding protein 2 
(APPBP2), mRNA/cds=(289,2046) 
/gb=?NM_006380 /gi=18104961 
/ug=Hs.84084 /len=6468 


NM_006380 


Hs.84084 


NP_006371 


5903 


5.79E-(D4 


dinucleotide miCRosatellite HUJI177 


M96348 , 
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Gene 

Accession No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


5905 


0.0'3788 


protein phosphatase 2 (formerly 2A), 
regulatory subunit B", alpha 
{PPP2R3A), mRNA/Gds=(505.3957) 
/gb=NM_00271 8 /gi=1 9923228 ■ 
/ug=Hs.28219/len=5217 


NM_P0271j3 


Hs.28219 


NP_0P27P9 

' ) 


5912 


0:043799 


CGI-149 protein (CGI-149), mRNA 
/cds=(1 9,687) /gb=NM_016079 
/gi=7706352 /u9=;Hs. 189658 /len=3064 


NM^016079 


Hs. 189658 ' 


NP_057163 


5939 


0;G05325 


BTAF1 RNA polymerase II, B-TFIID 
transcription factor-associated, 170kDa 
(Moti S. cerevisiae) (BTAF1), mRNA 
/cds=(1 1 8,5667) /gb=NM_003972 
/gi=27477069/ug=Hs. 180930 . 
/Ien^6345 


NM^003972 


HS.18P93P 


NP_003963 


5955 


0.032636 


glucan (1 ,4-alpha-), branching ehzyme 
1 (glycogen branching enzyme, 
Andersen disease, glycogen storage 
disease type IV) (GBE1), mRNA 
/cds=(79.21 87) /gb=NM_p001 58 
/gi=4557618/ug=Hs.1691 /len=2913 


NM_p00158 


Hs;i691 ; 


NP_0P0149 


5974 


0.043799 


KIAA0266 gene product (KIAA026,6), 
mRNA /cds=(734,3034) . 
/gb=NM_021645/gi=11063982 . 
/ug=Hs. 127376 /len=5585 


NM^021645 


Hs.127376 


NP^067677 


5976 


0.007807 


ox06a01.s1 

Soares_fetal_liver_spleenj1 NFLS_S1 
cDNA clone IMAGE:1655496 3' similar 
to gb:M86849 GAP JUNCTION BETA-2 
PROTEIN mRNA sequence ; 
/clone=IMAGE; 1 655496 /clone_end=3' 
/gb=AI033469 /gi=3254422 
/ug=Hs.386279 /len=551 


AI033469 


Hs.386279 




5980 


0.015895 


MCM6 minichrpmosome maintenance 
deficient 6 (MIS5 S. pombe) (S. 
cerevisiae) (MCM6), mRNA 
/cds=(56,2521) /gb=NM_0p5915 
/gi=24431 964 /ug=Hs. 1 55462 
/len=3744 


NM_005915 


Hs. 155462 


NP_PP5906 

I 


5982 


. 0.047031 


neuron navigator 1 (NAVi), mRNA 
/cds=(348,5972) /gb=NM_020443 
/gi=27262621 /ug=Hs.6298 /len=11365 


NM_020443 


Hs 6298 


NP_065176 


5986 


0.040751 


zinc finger and BTB domain containing 
1 (ZBTB1), mRNA/cds=(263,2197) 
/gb=NM_014950 /gi=7662437 
/ug=Hs.372699 /!en=399p 


NM_014950 


Hs.372699 


NP_055765 
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Accession No. 


Unigene 

Accessiori 

No. 


Protein 

Accession 

No. 


5988 


0.001193 


aldehyde dehydrogenase 1 family, 
member A3 (ALDH1 A3), mRNA 
/cds=(53,"l591) /gb=NM_00p693 
/gi=4502040 /ug^Hs.75746 /len=3442 


NM_0D0693 


Hs.75746 


NP_000684 


5991 


0.030?49 


coagulation factor V (proaccelenn, 
labile factor) (F5). mRNA 
/cds={98,6772) /gb=NM_000130 
/gi=1 051 8500 /ug=Hs.30054 /len=6914 


NM_000130 


Hs.30054 


NP_0.00121 


6006 


0.049079 


ribosomal protein Il23a (RPL23A), 
mRNA /cds=(22,492) /gb=NM_000984 
/gi=1 71 05393 /ug=Hs.4l9463 /len=546 


NM^000984 


Hs.419463 . 


NP^000975 


6015 


0023^45 


KIAA0373 gene product (KIAA0373), 
mRNA /cds=(1 181,5800) 
/gb=NM_014684/gi=7662079 
/ug=Hs. 1 50444 /len=5967 


NM_014684 


Hs. 150444 , 


NP:1055499 . 


6029 


0.030249 


high-glucose-regulated protein 8 
(HGRG8), mRNA/cds=(151,1863) 
/gb=NM_016258 /gi=77054lO 
/ug=Hs.20993 /len=2730 


NM_016258 


Hs.20993 


NP;;,057342 


6049 


0;035"177 


chromobox'1 (HP1 beta Drpsophila ) 
(CBX1), mRNA/cds=(292,849) 
/gb=NM_006807 /gi=21 359877 
/ug=Hs J7254 /len=2242 


NM_005807 ■ 


HSJ7254 


NP_006798 


6052 


0;p07107 


thioredoxin (TXN), mRNA 
/cds=(64.381)/gb=NM 003329 
/gi=4507744/ug.Hs.432922/len=501 


NM^003329 


Hs,432922 


NP_003320 


6058 


0.003213 


mRNA for KIAA0276 gene, partial cds 
/Gds=(1-,932) /gb=D87466 /gi=1665816 
/ug=HS:2401 1 2 /len=4 1 85 


D87466 


Hs.240112 




6062 


0.032636 


zinc finger protein {ZNF141) 


Li 5309 




NP 003432 


6064 


0.004825 


actin related protein 2/3 complex, 
subunitS, 21kDa (ARPC3), mRNA 
/cds=(94,630) /gb=NM_005719 
/gi=23397667 /ug=Hs.293750 /len=912 


NIVI_005719 


Hs.293750 


NP_005710 


6069 


0.040751 


stress-associated endoplasmic 
reticulum protein 1; ribosome 
associated membrane protein 4 
(SERP1), mRNA/cds=(316,516) 
/gb=NM_014445 /9i=19923408 
/ug=Hs. 76698 /len=2488 


NM_014445 


Hs.76698 


NP^055260 


6079 


0,015895 


extracellular matrix protein 2, female 
organ and adipocyte specific (ECM2), 
mRNA /cds=(74,2 173) /gb=NM_001 393 
/gi=4557542 /ug=Hs.35094 /len=3171 


NM_001393 


Hs.35094 


NP_001384 



2738 



Genes CWresponding to DifferentiaU 




Spot 


i9-value 


Descriptidn 


Gene 

Accession No. 
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6092 


0.002893 


hypothetical protein (KIAAOi 28) 


D50918 




NP 665801 


6112 


0.009388 


gp25L2 protein 


X90872; 




NP 059980 


6128 


0.006463 


Rab acceptor 1 (prenyiated) (RAB^CI ), 
mRNA /cds=(31 .588) /gb=NM_006423 
/gi=5453959 /ug=Hs.11417 /len=779 


NM_006423 ' 


Hs.11417 ■ - 


NP_006414 


6144 


0.018784 


CSE1 chromospme segregation 1-like 
(yeast) (CSE1L). mRNA . 
/cds=(124,3039) /gb=NM_601316 
/gi=4503072 /ug=Hs.90073 /len-3147 


NM_001316 


Hs.90073 


NFJ^OSISS 


6145 


0.009388 


replication factor C (activator 1) 2, 
40kDa (RFC2), mRNA /cds=(208, 1272) 
/gb=NM_002914 7gi=4506486 
/ug=Hs. 1 39226 /len=1 709 


Niyi^002914 


Hs, 139226 


NPi^002905 


6158 


0.008566 


lamin A 


Ml 3452 




NP. 733822 


6166 


0.035177. 


ribosomal protein LI 0 (RPL1 0). mRNA 
/cds==(42,686) /gb=NiV|^00601 3 
/gi=15718685 /ug=Hs.412900 : 
/ien=2188 . 


NM_006Q13 


Hs.412900 


NP^006004 ' 


6182 


0.043799 


signal sequence receptor, gammia' 
(translocon-associated protein gamma) 
(SSR3), mRNA/cds=(57.614) 
/gb=NM_007107 /gi=6005883 
/ug=Hs.28707 /len=3061 


NM_007107 


Hs.28707 


NP_009038 


6183 


0.043799 


actin related protein 2/3 complex. 
subunitlB, 41kDa (ARPC1B), mRNA 
/cds=(90,1208) /gb=NI\/l_005720 
/gi=229070557ug=Hs.433506 
/len=1520 


NM^005720 


Hs.433506 


NP_0Q5711 . 


6214 


0.005325 


adenylosuccinate lyase(AD3l.) 


NM 000026 




NP 000017 


6223 


0.018784 


proteasome (prpsome, macrbpain) 
subunit. alpha type, 4 (PSMA4), mRNA 
/cds=(1 37.922) /gb=NM_002789 
/gi=231 10940 /ug=Hs.251 531 
/len=1189 


NM_002789 


Hs 251531 


NP_p02780 


6236 


0.035177 


Similar to deleted in lymphocytic 
leukemia, 2, clone IMAGE:4044244, 
mRNA /gb=BC0069957gi=1 471 1944 
/ug=Hs.383241 /!en=1150 


BC006995 


Hs.383241 




6260 


0.004367 


catenin (cadherin-associated protein), 
beta 1, 88kDa (CTNNB1), mRNA 
/cds=(21 5,2560) /9b=NM_001904 
/gi=4503130 /ug=Hs.171271 /Ien=3f362 


NM_001904 


Hs.171271 

t. 


NP_001895 


6263 


0,040751 


down-regulated in metastasis (DRIM), 
mRNA/cds=(145,8502) 
/gb=NI\/l_014503 /gi=7657040 
/ug=Hs.178614/len=9017 . 


NM_014503 


Hs. 178614 


NP_055318 
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Genes'Correisponding To differentiallv Expressed^G 




Spot 


p-value 


Description 


Gene ' 
Accession No. 


Unig n 

Accession 

No. 


Protein 

Accession 

No. 


6264 


0.023945 


BNIP3H (BNIP3H) nuclear gene for 
mitochondrial product 


AF255051 






6311 


0.018784 


peptidyipi^olyl isomerase A (cyc|optiiiin ' 
A) (PPIA), mRNA /cds=(45,542) 
/gb=NM_021 1 30 /gi=1 0863926 
/ug=Hs.401787/len=753 


NM_021130 

1 


Hs;401787 


NP_066953 


6316 


0039408 


Kl AA1 046 protein (KIAA 1046) . ' 


NM 014928 






6322 


0.047031 


ubiquitin specific protease 9 (ySP9Y) 


XM 000563 






6326 


0.010277 


mitpcliohdrial ribosomal protein S31 
(IVIRPSSI), nuclear gene encoding 
mitochondi'ial protein, mRNA 
/cds=(22,1209) /gb=NM_005830 
/gi=16950599 /u9=Hs. 154655 : 
/ien=1284 


NM_0p5830 


Hs. 154655 


NP^G(35821 


6329 


0.011238 


transforming growth factor beta- 
stimulated protein T^C-22 (TSC22), 
mRNA /cds=(1 92,626) /gb=NM_006022 
/gi-5174728 /ug=Hs.1 14360 /len=1725 


NM_P06022 


Hs. 11 4360 


NP_006013 " 


6331 


0;02801 


decay accelerating factor for 
Complement (CD55, Cromer bipod 
group system) (DAF), mRNA 
/cds={66,121 1) /gb=NM_00p574 
/gi=10835142 /ug=?Hs.13697len=2102 


NM_,000574 


Hs.1369 


NP_000565 


6342 


0.003213 


oxidoreductase UGPA (10656898), 
mRNA7cds=(70,807) /gb=NM_020139 
/gi=1 00471 31 /ug=Hs.1 24696 
/Ien=l048 


NM^020139 


Hs. 124696 


NP_064524 


6343 


0.032:636 


inhibitor of Bruton's tyrsoine kinase 
(lBtK),:mFiNA /cds=(420,1 031 ) 
/gb=NM_01 5525 /gi=24308082 
/ug=Hs.306425 /len=2240 


NM_015525 


Hs.306425. 


NP^P56340 


6347 


0.011238 


mitgchondrion, complete genome 


NC 001807 






6348 


0.001193 


rhajor histocompatibility complex, class 
1, F (HLA-F), mRNA /cds=^( 1,1 089) 
/gb=NM_018950 /gi-9665231 
/ug=Hs,1 10309 /!en=1 188 


NM^018950 


Hs. 110309 


NP^061823 


6354 


0.026797 


N-myristoyltransferase 1 (NMT1), 
mRNA /cds=(28.1518) /gb=NM_021079 
/gi=200701 82 /ug=Hs. 1 1 1 039 
/len=4912 


NM^d21079 


Hs. Ill 039 


NP_Qi66565 


6363 


0:006508 


RAS, dexamethasone-induced 1 
(RASD1). mRNA/cds=(213.1058) 
/gb=NM_016084 /gi=22027484 
/ug=Hs.25829/len=1758 


NM_016084 


Hs.25829 


NP_057168 
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Genes Corresponding to Differentially Expressed nes in Figure 20 - RA 




Spot 


p-value 


Description ' 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


6367 


0.002096 


groNwth arrest-specifid (GAS1), mRNA 
/cds=(41 1,1448) ./gb=NMld02048 
/gi=4503918 /ug=Hs/65b29 /len-2828 


NM302048 


Hs650i29 


NP_002039 


6383 


0:p25911 


SI 00 calcium binding protein A6, 
(calcyclin) (S100A6), mRNA - 
/cds=(103,375) /gb=NM_014624 
/qi=9845517 /uq=Hs.275243 /len=470 


NM^014624 


Hs:275243 


NP_055439 


6403 


0.003947 


glyceronephosphate 0-acyltransferase 
(GNPAT), mRNA/cds==(158,220P) 
/gb^NM__014236 /gi=7657133 
/ug=Hs, 12482 /len=2470. 


NM_014236 


Hs. 12482" 


NP_05505i 


6405 


0.007807 


cyclic AMPrregulatedphdsphoprpteih' 
(90% match) : 


AF112220 




NP_057384 


6406 


0.015895 


cleavage stiniulatipn factor, 3' pre-RNA, 
subunit 3, 77kDa (CSTF3),'mRNA 
/cds=(1 32,2285) /gb=NM_001326 
/gi=4557494 /ug=Hs. 1 80034 /len=2766 


NM^P01326 


Hs. 180034 


NP_001317 


6407 


0.Q05325 


hypothetical protein LOC51244 
(LbC51244), mRNA /cds~(340, 1233) 
/gb=NM_0l6474 /gi=24475969 
/ug=Hs. 158006 /len=1614 


NM_016474 


Hs. 158006 


NP^057558 : 


641 1 


0.00587 


tubulin, gamma complex associated 
protein 3 (TUBGCP3). mRNA , 
/cds={85.2808) /gb=NM_006322 
/gi=5453659 /ug=Hs.9834 /len=3795 


NM_006322 


Hs.9884 


NP_006313 


6412 


0.093947 


KIAAq716 gene product (KIAA0716), 
mRNA /cds=(1 92.2489) 
/gb=NM;,0147b57gi=7662263 
/ug=Hs. 1 1 8140 /len=4652: 


NM_,p14705 , 


HS.11814P 


NP_055520 • 


6419 


6.56E-04 


RNAhelicase family (RNAH), mRNA 
/cds=(39,6647) /gb==NM_006828 
/gi=24307916 /ug=Hs 48295 /len=7315 


NM_006828 


Hs.48295 


NP^006819: 


6443 


0.025911 


Mix iriteractor (MONDOA), mRNA 
/cds-(1 53, 1 733) /gb=NM_01 4938 

/gi=:7662347 /ug=Hs:52081 /len=4339 


NM_014938 


Hs.52081 


NP_055753 

J 


6480 


0.002602 


cysteine-rich motor neuron 1 (CRIM1), 
mRNA /cds={40,3150) /gb=NM_016441 
/gi=10092638 /ug=Hs.19280/len=5601 


NM_016441 


Hs. 19280 


NP_057525 


6485 


0.020388 


serologically defined colon cancer 
antigen 8 (SDCCAG8), mRNA 
/cds=(1,2142) /gb=NM_006642 
/gi==28269671 /ug=Hs.300642 
/len=2142 


NM3'06642 


Hs.300642 


NP^006633 
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Genes CorresDondina To Differentially Express d Genes in Figure 20 - RA 




Spot 


pT^vralue. 


Description 


Gene 

AQcession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


6515 


0.014599 


defensin, beta 1 (DEFB1), inRNA 
/cdST{72,278) /gb=NM_005218 
/qi=1 31^4884 /ug^Hs.32949 /len-366 


NM^005218 


Hs.32949 


NP_O052O9 , 


6519 


0'.0Q6463 


eukaryotic translation initiation factor 
2B,' subunit 4 delta, 67kDa, (E!p2B4j, 
transcript variant 1, mRNA; 
/cds=(20, 1 588) ■/gb=NM_01 5636 
/gi=26986531 /ug=Hs::1 69474 : 
/len=1643 >/- 


NM^0i5636 


Hs.169474 


NP_056451 


6531 


0.040751 


develojDment and differentiation 
enhancing factor..2 (bDEF2), mRNA 
/cds=(341.3361)/gb=NM_003887 . 
/gi=4502248 /ug=?Hs. 12802 /len=5711 


Nl\/I^003887 


Hs. 12802 


NP_003878 


6536 


0:03788 


synaptophysin-like protein (SYPL), 
ftiRNA /cds=(34.81 3) /gb-NM_006754 
/gi=58O31847ug=Hs.8O019 /len=213Q 


NM_P06754 


Hs.80919 


NP_006745 : 


6544 


0040751 


niatrix metalloproternase i i 
(stromelysin 3) (MMPI I), mRNA 
/C(ds;=(23,1489) /gb=NM_005940 
/gi=1 3027795 /ug=Hs. 155324 - 
/len=2260 


NM_0d5940 


Hs. 155324 


NP_00593i 


6545 


0.040751 


low molecular mass ubiquinone-bihding 
protein (9. 5kD) (QP-C), nuclear gene 
encoding mitochondrial protein! mRNA 
/Gds=(37.318) /gb=NM_014402 
/gif 27894387 /ug=Hs.3709/len=388 


NM^014402 


Hs.3709 • 


NP_055217 


6547 


0.030249 


sorting nexin 6 (SNX6), transcript 
variant 1. mRNA /cds=(498, 1370) ' 
/gb=NM_021249 /gi=231 1 1048 
/ug=Hs.284291 /ien=3041 


NM_021249: 


Hs.284291 


NP_689419 


6549 


0.003563 


catenih (cadheriti-^associatied protein), 
alpha 1. 102kDa (CTNNA1),.mRNA 
/cds=(5,2728) /gb^NM_001903. 
/gi=4503126 /ug=Hs. 177556 /len=3454 


NM_0p1903 


Hs.177556 


NP_001894 


6559 


0.002893 


kinesin-associated protein 3 (KIFAP3), 
mRNA/cds=(272,2650) 
/gb=NM_014970 /gi=1 81 05053 
/ug^Hs.171374/len=2997 


NM_014970 


,Hs.171374 


NP^055785 


6569 


0.011238 


tuberous sclerosis 2 (TSC2), transcript 
variant 1 , mRNA /cds=(1 9,5442) 
/gb=NM_000548 /9i=1 0938006 
/ug=Hs!90303 /len=5543 


NM_000548 


Hs.90303 


NP_066400 


6571 


0.005325 


KIAA0433 protein (KIAAQ433), mRNA 
/cds=(510,4241)7gb=NM_015216 
/gi=76621 1 7 /ug=Hs.261 79 /len=5814 


NM_015216 


Hs.26179 


NP_056031 
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Genes Corresponding To Differentially Expressed Genes in Figure 2d 




Spot 


p-va|u0 


Description 


G ne 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


6575 


0.030249 


epidermal growth factor receptor 
pathway substrate 8 (EPS8), mRNA 
/cds=(2 1 0^678) /gb=NM_004447 
/gi=4758295 /ug=Hs.2132 /len-3832 


NM304447 


Hs.2132 


NP^004438 


6578 


0.017288 


tumor protein p53 (Li-Fraumeni 
syndrome) (TP53), mRNA 
/cds=(252,1433) /gb=NM_000546 
^i-8400737 /ug^Hs. 1 846 /len=2629 


NM_Od0546 


Hs.1846 


NP_000537 


6589 


0.003213 


cytochrome c, somatic (CYGS), mRNA 
/cds=(61, 378) ./gb=NM_6l 8947 : 
/gi=21361707 /ugFHs;169248 
/len=3990 


NM_018947 


Hs. 169248 


NP_061820 


6646 


0.020388 


protein phospliatase 1 , regulatory " 
(inhibitor) subunit 12A (PPP1R12A), 
mRNA /cds=( 1 ,3093) /gb=NM_002480 
/gi=45Q5316 /ug=Hs.16533 /len=4613 


NM_002480 


Hs.16533 


NP_002471 


6653 


0.004825 


ribosomal protein S27 • 
(metalldpanstimuliri 1) i[RPS27). rtiRNA 
/cds=(36,290) /gb=NM_001030 
/gi=1 501 1937 /ug=Hs. 195453 /len=344 


NM_00103p 


Hs. 195453: 


NP_Od1021 


6654 


p;010277 


pM5 protein {PM5), mRNA 
/cds=(1,3669)/gb=NM_014287 : 
/gi-10947030 /ug=Hs.439182 
/len-4182 


NM_014287 


Hs.439182 


NP_^055102 


6663 


0.020388 


PRO0461 protein (PRO0461), mRNA 
/gb=NM_031268 /gi=20588827 
/ug=Hs.25063/len=1100 


NM_D31268 


Hs.25063 




6678 


003788 


vesicle-associated membrane protein 8 
(endobrevin) (VAMP8). mRNA 
/cds={54,356) /gb=NM_003761 
/gi=1 4043025 /ug=Hs. 172684 /len=702 


NM_003761 


HS, 172684 


NP_003752 


6682 


0.035177 


hypothetical protein FLJ 12442 
(FU12442), mRNA /cds=(412, 1974) 
/gb=NM_022908 /gi=1 2597652 
/ug=Hs.84753 /len=2057 


NM^Q22908 


Hs. 84753 


NP_075059 


6695 


0.043799 


histidine triad nucleotide binding protein 
I'^fHINTI), mRNA/cds=(108,488) 
/gb=NM_005340 /gi=4885412 
/ug=Hs.256697 /len-641 


NM_005340 


Hs,256697 


NP^005331 


6701 


0 005325 


Inositol 1,4,5-triphosphate recfepton 
type2(ITPR2) 


NM_002223 






6702 


0.006463 


mRNA for KIAAd310 protein, partial 
cds. /cds=(1 .5287) /gb=AB002308 
/gi=20520992 /ug=Hs.5716 /len=6941 


AB002308 


Hs.5716 
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Genes Corresponding To Diff rentially Expressed Genes In Figure 20 - RA 




Spot 


p^value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


6703 


8.37E-04 


nuclear phosphoprotein similar to S. 
cerevisiae PWP1 (PWP1), mRNA 
/cds=(88. 1 593) /gb=NM_b07662 
/gif 5902033 /ug=Hs.172589/len=1853 


NM_007062 


Hs.172589 


NP_0O8993 


6706 


0.023945 


adaptor-related protein complex 3, 
Sigma 1 subunit(AP3S1), mRNA 
/cds=(86,667) /gb=NM_001 284 
/gi=4502860 /ug=Hs.80917 /len=:1271 


NM_001284 


Hs.80917 


NP_001275 


6710 


0.001339 


clone 23611 mRNA sequence 
/gb=AF035311 /gi=2661073 
/ug=Hs.365646 /len-2146 


AF03531i 


IWs.365646 


\ 


6713 


0.025911 


cDNA FLJ23648 fis, clone COL04718. 
/gb=AK074228 /gi=1 8676772 
/ug=Hs.375782 /len=2295 


AK074228' 


Hs.375782 




6715 


0.020388 


KIM0076 gene product (KIAA0076), 
mRNA /cds=(87,5183) /gb=NM_0l4780 
/gi=766i893 /ug=FHs.51039 /len=5253 


Niyi^014780 


Hs.51039 


NP_055595 


6716 


0:014599 


ribosomal protein L21 (RPL21), mRNA 

/cds=(30,512) /gb=NM_000982 

/gi=1 81 04947 /ug=Hs 431927 /len==568 


NM_000982 


Hs,431927 


NP_000973 


6718 


9.43E-04 


nucleoporin 210 (NUP210), mRNA 
/cds=(84.5747) /gb=NM_024923 
/gi=27477133 /ug=Hs.270404 
/len=7191 : 


NM_024923 


H?.270404 


NP_079199 ■ 


6742 


0.002337 


septin 6 (SEPT6), transcript variant 11, 
mRNA /cds=(257, 1561) 
/gb=NM_015129 /gi=22035575 
/ug=Hs.90998 /len=2686 


NM_015129 . 


Hs,90998 


NP_665801 


6744 


0.003213 


ribosomal protein, large, PO (RF'LPO), 
transcript variant 2, mRNA ' 
/cds={1 1 1 .1064) /gl)=NM_063275 
/gi-1 6933545 /Ug=Hs.40651 1 . 
/Ien=1148 


NM_053?75 


Hs.406511 


NP_.444505 


6749 


0,020388 


hjstidyi-tRNA synthetase 2 (HARS2). 
mRNA /cds={i 1 1 ,752) /gb=NM_080820 
/gi=21361784 /ug=Hs.352419 
/len^2396 


NM1080820 


Hs.352419 


NP_543010 


6750 


0.032636 


ADP-ribosylation-like factor 6 
interacting protein 4 (ARL6IP4), mRNA 
/cds=(63,719) /gb=NM_016638 
/gi=7706183 /ug-Hs. 103561 /|en=952 


NM_016638 


Hs. 103561 


NP_^Q61164 


6756 


0.008566 


KIAA1197 proteiK partial cds 


AB033023 




NP 060493 
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Corresponding to Differentially Expressi^d Genes in Figure 20 - 


RA 




Spot 


p-value 


Pescriptibn 


Gene 

Accession No. 


Unigene 

Accessipn 

No. 


Protein 

Accession 

No. 


6770 


0.018784 


FK.506 binding protein 1 A, 12l<Pa 
(FKBP1A), transcript variant.12B, 
mRNA /cds=(104.430) /giD=NM_000801 
/gi=1 7149837 /Ug^Hs.380080.: 
/Ien=1578 


NM_000'801 


Hs.380080 


NP_463460 


6771 


0.007107 


surfeit 6 (SURF6), mRNA " ' 
/cds=(56,1 141) /gb=NM_006753 
/gi=1 9557701 /ug=Hs.274430 
/leh=2329 . 


NM_006753 


Hs 274430 


NP_006744 


6816 


0.014599 


bxysterol binding protein 1 (OSBP1 ) 
gene, exoiris 13 .and 14, and- complete 
cds 


AF1 85705 






6825 


0.040751 


liypottieticai protein l\/IGC4400 
(MGC4400), mRNA /cds=(381,1817) 
/gb=NM_032679/gi=1 4249251 
/ug;=Hs.1 30891 /len=3067 


NM_032679 


Hs.1 30891 


NP J 16068 


6846 


0.025911 


mitogen-activated protein kinase l<inase 
l<inase 7 (l\/iAP3K7), transcript variant 
A, mRNA7cds=(306,2045) 
/gb=NM:.0Q3 1 88 /gi=21 735560 
/ug=Hs.7510 /len=2912 


NM_003188 


Hs.7510 


NP^663306 • 


6847 


0.012276 


tropomodulin 3 (ubiquitous) (TM0D3), 
mRNA /cds=(66, 1 124) /gb=NM_014547 
/gi=7657648 /ug=Hs.22826 /len=2072 


NM^014547 


Hs.22826' 


NP_065362 


6854 


7.41E-04 


mRNA; cDNA DKFZp434l-11235 (from 
clone DKFZp434H1235); partial cds ; 
/cds=(-1 ,476) /gb=AL1 22071 ; ■ 
/gi=61 02868 /ug=Hs.238927 /len=2499 


AL1 22071 


Hs.238927 




6862 


0.003563 


golgi apparatus protein 1 (GLG1), 
mRNA /cds=(27,3560)/gb=NM_01 2201 
/gi^6912389/ug=Hs.78979 /len=3909 


NM_012201 


Hs.78979 


NP_036333 


6875 


0.040751 


cDNA FLJ 1 2924 fis, clone 
NT2RP2004709. /gb-AK022986 
/gi=1 0434694 /ug=Hs.38034 /len=2667 


AK022986 


Hs.38q34 




6877 


0.001339 


hypothetical protein FLJ22625 
(FLJ22625), mRNA /Cds=(694,1776) 
/gb=NM_02471 5 /gi=21 362011 
/ug=Hs.1 06534 /len=2747 


NM_024715 


Hs.1 06534 


NP^078991 


6897 


0.035177 


FU1461 3 fis, clone NT2RP1001 113, 

nigniy similar lo nomo sapiens u i lz 
gene /cds=UNKNOWN /gb=AK027519 
/gi=14042254 /ug=Hs:.105509 
/len=3310 


AK027519 


Hs: 105509 


NP_065161 










1 





2745 



{ 



Genes Corresponding to Differentially Expressed Genes in I^i^^^ 
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p-value 


Description 


Gene 

Accession No, 


Unigeiie 

Accession 

No. 


Protein 

Accession 

No. 


6916 


0.040751 


cDNA FLJ11 1 74 fis, clone 
PLAGE1 007367. /gb=AK002036 
/gi=7023674 /ug=Hs.24359 /len=2285 


AK002036 


Hs.24359 




6920 


0.006463 


thioredoxin (TXN), mRNA 
/cds=(64,381) /gb=NM_003329 
/gi=4507744 /ug=Hs.432922 /lenr:501. 


NM_003329 


Hs:432922 


NP_003320 


6921 


0.007807 


drebrin 1 (DBN1), transcript variant 2, 
mRNA /cds=(61 1,2566) 
/gb=NM_080881 /gi=18426912 
/ug=Hs.89434 /len=3383. 


NM_08b881 


Hs.89434 


NP_543157 


6931 


0.009388 


Movl 0, Moloney leukemia virus 10. 
(mouse) (MOV10), mRNA : 
/ccis=(71,3682) /gb=NM_020963 
/gi=14211539 /ug?Hs.20725 /len=3328 


NM_020963 


Hs,20725 


NP_066014 


6941 


0,032636 


SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily c, member 2 (SMARCC2), . 
transcript variant 1 , mRNA 
/cds=(33.3677) /gb=NM_003075 
/gi=21 237804 /ug=Hs.236030 
/|en=4039 , ; . 


NM^003075 


Hs.236030 


NP_620706 ; 


6942 


0.002337 


eukaryotic translation elongation factor 
1 alpha 1 (EEF1A1). niRNA 
/cds=(63,1451) /gb=NM_001402 
/gi=25453469 /ug=Hs.4221 1 8 
/len=1837 


NM_Odl402 


Hs:4221i8 


NP_,0P1393V 


6951 


0.047031 


DKFZP434B103 protein 
(DKFZP434B103), mRNA 
/cds=(892,1950) /gb=NM_015644 
/gi=7661563 /ug=Hs.356920 /len=2553 


NM_Q15644 


Hs,355920 


NP_056459 " 


6984 


0.032636 


follistatin-like 3 (secreted glycoprotein) 
(FSTL3), mRNA/cds={8,799) 
/gb=NM_005860 /gi=503l700 . 
/ug=Hs.433827 /len=2500 


NM_005860 


Hs.433827 


NP_005851 : 


6989 


0.032636 


transmembrane 9 superfamily member 
1 (TM9SF1), mRNA /cds=(35. 1855) 
/gb=NM_006405 /gi=21361314 
/ug=Hs.91586/len=2138 


NM^006405 


Hs.91586 ■ 


NP_006396 


7010 


0:0P2565 


hypbthetical protein MGC32043 

(MGC32043), mRNA/cds=(8,457) 
/gb=NM_1 44582 /gl=2 1389354 
/ug=H5.226138/len=3131 


NM_144582 


Hs.226138 


NP_653183 
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Corresponding to Differentially Expressed G6nes In Figure 20 - 
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p-value 
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Gene 
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Unigene 
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Accession 

No. 


7022 


0,004367 


ribpsomal protein S29 (RPS29), mRNA 
/ccls-(31.201) /gb=?NM_001032 
/gi="l 3904868 /ug=Hs;539 /len=^^^ 


NM_001032 


Hs.5.39 


NP_001023 


7038 


0.040751 


tubulin, alpha, ubiquitous (K-ALPHA-I), 
mRNA /cds=(68. 1 423) 7gb=NM_006082 
/gi=5l 74476 /ug=Hs.334842 /len=1 596 


NM^006082 


Hs.334842 


NP_006073 - 


7040 


0.006463 


PAK2 mRNA, complete cds 
/cds=(2 18,1 840) /gb=AF092 1 32 ' 
/gi=51 3891 3 /ug=Hs.284275 /len=41 37 


AF092132 


Hs.284275 


/ ■ ■ • 


7041 


0.032636 


oxysterpi binding proteiri-like l A 
(OSBPLI A), transcript variant 
0SBPL1B, mRNA /cds=(1 75,3027) 
/gb=NM_080597/gi=1 971 8740 : 
/ug=Hs;2527l6 /len=4165 


NM^080597 


Hs.252716 ' 


NP_579802 


7046 


0.040751 


mRNA for KIAA1013 protein, partial 
cds. /cds=(1 ,31 89) /gb=AB023230' 
/gi=4589675 /ug=Hs.96427 /len=4783 


AB023230 


Hs.96427 




7052 


0.030249 


SUMO-1 -specific protease (SUSPI ). 
mRNA i'cds=(1, 3339) /gb=NM_015571 
/gi=7662311 /ug=Hs.27197/len=4210 


NM_015571 


Hs.27197 


NP^056386 


7083 


0.018784 


chromosome 14 open reading ff$me H 
(C14orf11), mRNA /cds=(96,797) 
/gb=NM_018453 /gi=8922092 . 
/uq=Hs.433269 /len=1264 . 


NM_018453 


HS433269 


NO60923 


7092 


0.022106 


chromosome condensation 1 (CHQI), 
mRNA /cds=(287,1 552) 
/gb^NM_001269 /gi=20149512 
/ug-Hs.84746 /len=2559 


NM_001269 


Hs.84746 


NP^001260 


7111 


0.012276 


hypothetical protein L0C51 234 
(LOC51234). mRNA/cds^(72,623) 
/gb=NM_016454 /gi=24475963 
/ug=Hs.250905 /len=1013 


NM_016454 


Hs.250905 


NP_057538 

. . n 


7115 


0.012276 


rriicrotufaule-actin crosslinking factpr.1 ■ 
(MACF1), transcript variant 1, mRNA 
/cds={52, 16344) /gb=NM_012090 . 
/gi=15011903 /ug=Hs.108258 

/len=17532 • 


NM_P12090 


Hs. 108258 


NP_^1 49033 


7142 


0.011238 


eukaryotic translation elongation factor 
1 alpha 1 (EEF1A1). mRNA 
/cds={63,i451) /gb=NM_001402 
/gi=25453469 /ug=Hs.4221 18 
/len=1837 


NM_001402 


Hs.4221i8 


NP_001393 
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Genes 


Corresponding. To Differentially Expressed QVnies In Figur 20 - 


RA 




Spot 


p-ivalue 


Description 


Gene 

Accession No. 


Unig n 
Acc ssion 
No. 


Protein 

Accession 

No. 


7154 


0.037g8 


hypothetical protein FLJ221 69 
(FLJ22169), mRNA/cds={380,1720) 
/gb=NMj6240857gi-ii3l'29d81 
/ug=Hs.3233637len-3509 


NM^024085 


Hs.323363 


NP_p76990 


7159 


0,007807 


myosin, heavy polypeptide 3, skeletal 
muscle, embryonic (MYH3); mRNA 
/ccls=(85,5907) /gb=NM_002470 
/gi=1 1342671 /ug=?Hs.173084 

/len=6032 , ' ^ ''y ? 


NM_002470 


Hs. 173084 


NP_002461 


7163 


0.013394 


KIAA0652 gene product (KIAA0652), V 
mRNA /cds=(309, 1862) 
/gb=NM_014741 /gi=7662225 
/ug=Hs,79672 /len=4040 


NM_d14741 


Hs.79672 


NP_055556 


7170 


0;003213 


ribosomal protein L27 (RPL27). mRNA 

/cds=(45.455) /gb=NM_000988 

/gi=1 70,1 7972 /ug-Hs.4Q55;28 /len==513 


NM_000988 


Hs.405528 


NP_000979 


7175 


0.03788 


AGENCOL)RT_6853421 NlH_MGa99 
cDNA clone IMAGE:5926418 5'; ml^NA 
sequence /clone=IMAGE:592641 8 
/clone end=5' /gb=BQ064669 
/gi=1 9893520 /ug.=Hs.380699 /!en=969 


BQ064669 


Hs.380699 




7176 


0.023945 


tumor protein/ transiatiohaliy-contrplled 
1 {TPT1), mRNA/cds=(95,613) 
/gb=NM_003295 /gi=4507668 
/ug^Hs.401448 /len=830 


NM:_003295 


Hs.401448 


NPld03286 ; 


7177 


0.032636 


aininonriethyltransferase (glycine, 
cleavage system protein T) (AMT), 
mRNA/cds=(146.1357) 
/gb=NM_000481 /gi=45O2082 
/ug;^Hs.102/len=2119 i 


NM_^000481 ■ 


Hs.102 


NP_000472 J 


7193 

( 


0.022106 


heterogeneous nuclear 
ribonucleoprotein A1 (HNRPA1), 
transcript variant 2, mRNA 
/cds={1 05,1 223) /gb=NM_b31 157 
/gi=1 4043069 /ug^Hs.376844 
/len=1925 


NM_:031157 


Hs.376844 


NP_1 12420 


7209 


0.007807 


ribosomal protein L37a (RPL37A), 
mRNA /cds=(36.314) /gb=NM_000998 
/gi=16306561 /ug=Hs.296290 /len=392 


NM_000998 


Hs.296290 


NP_000989 


7210 


0.047031 

./ 


dodecenoyl-Coenzyme A delta 
isomerase (3,2 trans-enoyj^Coenzyme 
A isomerase) (DC!). mRNA 
/cds=(9,917) /gb=NM_001919 
/gi=4503266 /ug=Hs.403436 /len=1017 


NM_001919 


Hs.403436 


NP 001910 






274.8 









Genes CbrresDondinq To Differentially Express d Genes in Figure 20 ^ RA 




Spot 


p-vaiue 


Description 

. ■ ■ " 


Gene , 
Accessipn No. 


Uhigene ; 
Accession 
No. 


iProtein 

Accession 

No. 


7222 


0.CI32636 


REV3-like, catalytic subunit of DNA .. 
polymerase zeta (yeast) (REVSL), 
mRNA /cds=(823,998i) ' 
/gb=NM_002912/gi=4506482 . 
/ug=Hs.115521 /len=10919 


NM_Q02912 


Hs.115521 


NP_002903 


7227 


0.015895 


cytidine monophosphate kinase CMP 
rnRNA, (=UMP-CMP kinase 
(LOC51727)) 


AF259961 




NP_057392 


7237 


0.018784 


protein disulfide isomerase-related 
protein (P5), rnRNA /cds=(95,1417) 
/gb=NM_005742 /gi=5031972 
/ug=Hs. 1 82429 /len=1 882 


NM_0Q5742 


Hs. 182429. 


NP;_005733 


7238 


9.43E-04 


pp11741 itiRNA; conhplete cds 
/ccls=(1126,2058) /gb=AF318323 
/gi=18027737 /ug=Hs;382867 
/len=3222 


AF318323 


Hs.382867 




7239 


0.03788 


HNC58-1-D7.R cDNA /gb=BG92897.0 
/gi=14323493 /ug=Hs.133898 /len=683 


BG928970 


Hs. 133898 


NP^694953 


7241 


0.006>87 


likely ortholog of mouse guanine 
nucleotide releasing protein x 
(GNRPX). rnRNA /cds?(82,531) 
/gb=NM_018049/gi=8922332 . 
/ug=Hs.17.3739/len=1215 


NM_p18049 


Hs. 173739 


NP^060519 


7245 


0.00587 


CPNA FLJ90297 fis, clone 
NT2RP2000447, moderately similar to 
GOLGIN-95. /cds=(333.728) 
/gb=AK074778/gi=;2276q446 
/ug=Hs.405809 /len=2520 ' 


AK074778 


Hs.4058d9 




7246 


9.43E-04 


mRNAfor FLJOOOl 2 protein, partial 
cds. /edisK2618.,3166) /gb=AK024423 
/gi=10440354 /ug=?Hs.2ip51 /len?=45.77 


AK024423 


Hs.21051 




7247 


0.00587 


hypothetical gene 100128439 

(LOC128439), mRNA/cds=(1 09,360) 
/gb=NM_1 39016 /gi=20502979 
/ug=Hs. 16936 /len=1 526 ■ 


NM_1 39016 • 


Hs.16936 


NP_620585" 


7262 


0.001193 


LIM and senescent cell antigen-like 
domains 1 (LIMS1), mRNA 
/cds=(120.1097) /gb=NM_004987 
/gi= 1351 8025 /ug=Hs. 11 237.8 
/len=1236 


NM^004987 


Hs; 11 2378 


NP_004978 


7293 


0.008566 


cDNA: FLj21895 fis. clone HEP03439. 

/gb=AK025548 /gi=10438097 
/ug=Hs.99532 /len=2049 . 


AK025548 


Hs.99532 
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Gen s Correspondi'nq To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigen 

Accession 

No. 


Proteiii 

Accession 

No. 


-7307 


0.d14599 


myeloid/lymphoid or mixed-lirieage 
leukemia 5 (trithorax Drosophila) 
(MLL5), mRNA /cds=(202,5778) 
/gb=NM_018682/gi=23503326 \ 
/ug=Hs.333300 /len=6543. 


NM_018682 


Hs.333300 


NP_061152 

■ 


7322 


0.004825 


BM-017 (=ALEX3) ' 


AF20885.9 




NP 808817 


7327 


0.014599 


tumor ehdothelial marker 6 (TEM6), 
mRNA /cds=(93,37l6) /gb=NM_022748 
/gi=1751 1208 /ug=Hs.12210 /len=6702 


NM_p22748 


Hs. 12210 


NP_073585 


7328 


0.014599 


basic leucine zipper and W2 domains 1 
(BZW1), mRNA /cds=(81, 1340) 
/gbi:NM_01 4670 /gi==7661 849 v 
/ug^Hs; 1 55291 /len=2998 


NM_014670 


Hs.1 55291 


NP;^055485 


7343 


0.043799 


hypothetical protein FL.J12619 ; 
(FLJ12619), mRNA7cds=(539,1228) 
/gb=NM_030939 /gi=21 359961 

/ug=Hs:7779/len=2444.^^^^^: :. ^ 


NM_030939 


Hs.7779 


NPJ'12201 


7344 


0.018784 


phosphoproteih regulated by niitpgenic 
pathways (C8FW). mRNA 
/cds=(274, 1 392) /gb=NM_0251 95 
/gi=1 3399327 /ug=Hs.7837/len=3317 


NM_025195 


Hs.7837 


NP_079471 


7361 


0.03788 


SWi/SNF related, matrix associated, 
actio dependent regulator of chrornatin, 
subfamily a, member 4 (SMARCA4), 
mRNA /cds=(277.5220) ; ; 
/gb^NM 003072 /gi=21 071 055 ' 
/ug=Hs,78202 /len=5681^ 


NM_0P3072 


Hs.78202 


NP_003Q63 


7368 


0.035177 


NADH-ubiquinone oxidoreductase 
subunit B14.7 (NDUFAII), mRNA 
/cds={1,426) /gb=NM_175614 
/gi=28269680 /ug=Hs.:406062 /len=426 


NM_175614 


Hs.406062 


NP1783313 


7376 


0.03788 


KIAA1 805 protein (KlAAl 805). mRNA 

/cds=(55,1758) /gb=NM_032434 
/gi=24308327 /ug=Hs.294122 
/len=2873: 


NM_032434 


Hs.294122 


NP_115810 


7377 


0.018784 


Abl-philin 2 (APH2), mRNA 
/cds=( 159,1 049) /gb=NM_032327 
/gi=14l50105 /ug=Hs.76662 /len=1545 


NM_032327 


Hs.76662 


NP^I 15703 


7386 


0.012276 


mRNA for KIAA1013 protein, partial 
cds: /cds=(1,3189) /gb=AB023230 
/gi=4589675 /ug=Hs. 96427 /len=4783 


AB023230 


Hs.96427 




7387 


0.002565 


ribosomal protein L4 {RPL4), mRNA 
/Cds=(57, 1 340) /gb=NM_000968 
/gi=16579884 /ug=Hs.286 /len=1449 


NM_000968 


Hs.286 


NP_000959 
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Genes Corresponding to Differ ntialiy Expressed (Senes in Figur 20 - RA . 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene " 

Accession 

No. 


Protein 

Accession 
No. 


7398 


0.013394 


laminin, alpha 2 (merosin, congenital 
muscular dystrophy) (LAMA2), mRNA 
/ccls={50.9382) /gb=NM_000426 
/gi=4557708 /ug^Hs.75279 /len=9534 


NM_000426; 


Hs.75279 


NP_000417 


7403 


0.006463 


ubiquitin-conjugating enzyme E2, J1 
(UBC6 yeast) (UBE2J1). mRNA 
/cds=(1 18,1 095) •/gb-NM_016021 
/gi=77063 11 /ug;^Hs. 1 84325 /len=1 786 


NM^016021 


Hs 184325 


NP_057420 


7404 


0.035177 


hypothetical prptein"iWGC2827 
(MGC2827), mRNA /cds-(1 90,936) 
/gb=NM_023940 /gi=1 302761 1 
/ug=Hs.8035 /|en=1988 


NM_02394tf 


Hs.8035 V 


Nl=_076'429; 


7415 


0.035177 


hypothetical protein FLJ 1261 9 
(FU12619), mRINIA /cds=(539,1228) 
/gb=NM_030£i39 /gi=;21 359961 
/ug=Hs.7779 /len=2444 


NM_030939 


HS.7779 


NP^11220'1 


7463 


0.002337 


early growth response 1(EGR1), 
mRNA /cds5=(271 , 1 902) 
/gb=NM_001964 /gi=4503492 
/ug=Hs.326035 /ien=3 1 32 ' 


NM_001964 


Hs.326035 


NP_001955 


7468 


0;bl8784 


hypothetical protein MGC5576 
(MGC5576), mRNA /cds=(52,804) , 
/gb=NM_024056 /gi=1 3129025 
/ug=Hs. 1 03834 /len=1 472 


NM_024056" 


Hs. 103834 


NP^076961 


7484 


0.017288 


RNA processing factor 1 (RPF1), 
mRNA /cds=(8,1 057) /gb=NM_025b65 
/gi=1 8643386 /ug=Hs.287863 
/len=1336 


NM_025065 


Hs.287863 


NP_079341 


7488 


0.007893 


UI-E-CI1-afw-c-22-0-Ul.r1 U1-E-CI1 
cDNAdpne UI-e-CI1-afw-c-22-0-UI 5', 
mRNA sequence /clone=UI-ErC1 1 -afw- 
C-22-0-UI /clone end=5' . 
/gb=BM708689 /gi=1902l847 
/ug=Hs.433343 /len=901 


BM708589 


Hs.433343 




7507 


0.043799 


KIAA0581 protein, partial cds 
/cds=UNKNOWN /gb=AB011153 
/gi=3043685 /ug=Hs.41 143 /ien=5147 


AB0111,53 


Hs.41143 


NP_056007 


7514 


0.040751 


cDNA FLJ35055 fis, clone 
OCBBF201 8563../gb=AK092374 
/gi=21 750952 /ug=Hs.349303 
/len=3817 ' 


AK092374 


Hs.349303 




7515 


0.009388 


FLJ11708 fis, clone HEMBA1005123 


AK021770 




NP 803882 


7517 


0.03788 


deoxyguanosine kinase (DGUOK), 
transcript variant 1 , nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(86,919) /gb=NM_080916 
/gi=1 8426966 /ug=Hs.432811 
/len=1144 


NIVI^0809i6 ' 


Hs.432811 


NP^550440 
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Genes Correspondinq To Differentially 'Expresse^^ 




Spot 


p-value 


Description 


G ne 

Accession No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


7518 


0 001 878 


FLJ21950 fis, clone HEP04949 


AK0256d3 




NP 054900 


7519 


0.02801 


myotubularin rel.ated prptein 3 
(MTMR3), transeript variant 3, mRNA 
/Cds=(288,3884) /gb=NM_021090 
/gi=23510385 /ug=Hs.63302 /len=5963^ 


NM;^021090 


Hs.63302 


NPJ,694691 


7522 


0.OO4825 


TH 1 ^like (Drosophlla) (TH 1 L), mRN A 

/cds=(8,1429)/gb=NM_016397 
/gi=7705462 /ug=Hs.5184 /len=2130 


NM_016397 


H.S.5184 


NP_057481 


7536 


0.001339 


irihibitdr of growth family, riiember 1 ' 

(ING1), mRNA/cds=(433,1701) 
/gb=NM_005537 /gi=1 9923770 . 
/ug=Hs.46700 /len=2886 


NM_005537- 


Hs.46700 


NP^005528 


7544 


0,007206 


oxysterdi binding prbtein-iike 10 
{OSBPL10), mRNA/6ds={382,2676) 
/gb=Niyi_0177847gi=231 11057 
/ug=Hs.321622/len=3938 


NM2017784 ■ ' 


Hs.32l622 


NP_060254 


7549 


0:00168 


cDNA: FLJ21552 fis. clone COL06322. 
/gb=AK025205/gi=?1 0437670 
/ug=Hs.6634 /len=2045 


AK025205 


Hs.6634 




7550 


7.41 E-p4 


hypothetical prptein'FLJ20343 
(FLJ20343),'mRNA7cds=(19,f524) 
/gb=NI\/l_017775 /gi=22547158 
/ug=Hs.252692 /len=2784 


NM_017775 


Hs.252692 


NP_^060245 


7551 


0.017288 


hypothetical prdteiri FLJl 1021 similar to 
splicing factor, arginine/serine-rich 4 
(FI.J11021), mRNA /cds=(767i1375) • 
/gb=NM_023012 /gi=20l27619 ■ 
/uq=Hs.81648 /ien-1878 


NM_023p12 


Hs.81648 


NPi:075388 


7552 


0.013394 


interferon, alphannducible protein 
(clone IFM5K) (G1P2), mRNA 
/cds=(76,573) /gb=NM_005101 
/gi=4826773 /ug=Hs.432233 /len=634 


NM_005101 


Hs.432233 


NR_0Q5092: . 


7554 


0.018784 


mRNA IRO40627 full length Insert 
cDNA clone EUROIMAGE 40627 


AL1 09779 




NP_;075379 


7562 


0.035177 


snail zinc finger protein (SNAI1) gene, 
complete cds 


AF1 55233 






7567 


0.030249 


cDNA FLJ34889 fis. clone 
NT2NE2017397, weakly similar to 
Rattus norvegicus beta-eatenin binding 
protein mRNA. /cds=(274,2188) 
/gb=AK092208 /gi=21750743 
/ug=Hs,1252947ien=2188 


AK092208 


Hs. 125294 




7572 


0.023945 


poly(A)-specific ribonuclease 
(deadenylation nuclease) (PARN), 
mRNA /cds=(58. 1 977) /gb=NM_002582 
/gi=4505610 /ug-Hs.43445 /len=2984 


NM_002582 


Hs.43445 


NP_002573 
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Genes Corr spohding To Differentially Expressed Genels in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigeiie 

Accession 

No. 


Protein 

Accession 
No. 


7573 


0.047031 


galactokinase 2 {GALK2), mRNA 
/ccis=(21,1397) /gb=NM_002044 
/gi=4503896 /ug=Hs. 1 29228 /ien- 1510 


NM_002044 


Hs. 129228 


NP_002035 


7591 


0.014599 


FK506 binding protein 5 {FKBP5), 
mRNA /cds=( 154. 1527) 
/gb=NM_604117 /gi:^17149847 
/ug=Hs.7557 /len=3781 


NM_004117 


Hs ,7557 


NP304108 


7583 


0:01 4599 


AGENCOURT_89291 05 N|H_MGC_40 
cDNA clone IMAGE:6484442 5', fnRNA 
sequence /clone=IMAGE:6484442 
/clone_end=5' /gb=BQ939558 
/gi=22355036 /u^=Hs.405871 
/len=li'29 -/''X ■ 


BQ939558 


Hs.405871 




7588 


0.030249 


prp28, U5 snRNP 100 kd protein (U5- 

100K), mRNA/cds-{40,2502) 
/gb=NIVI_0048liB /gi=4759277 
/ug=Hs.1847717len=3237 


NM:^004818 


Hs. 184771 


NP_004809 


7603 


0.015895 


eukaryotie translation initiation factor 
2B. subunit 1 alpha, 26kDa (EIF2B1), 
mRNA /cds-(1 1 ,928) /gb=NM_6oi414 
/gi=45035P2 /ag=Hs.78592 /len=1658 


NM^001414 


Hs,78592 


NP_00T405 


7636 


7;4rlE-04 


fenritin, light polypeptide (FTL), mRNA 
/cds=(189,716) /gb=NM_006l46 
/gi=20149497 /ug=Hs.43gi50 /len=878 


NM^000146 


Hs.430150 : 


NP_0P01"37 


7659 


0.0P3213 


ubiquitination factor- E4B (yFD2 yeast) 
{UBE4B), mRNA /cds=(86;3994) 
/gb=NM_006048 /gi=51 74482 
/ug=Hs.24594/len=5314 . 


NM^006p48 


Hs.24594 


NP4.PO6G39 


7663 


0,022106 


eDNA FU10131 fis. clone 
HEMBA100304i. /gb=AK000993 
/gi=7021996 /ug=Hs,274128 /len=2065 


AK000993 


Hs.274128 




7666 


0.032636 


FLJi4102 fis, clone MAMMA100di94'0 
/cds=UNKNOWN /gb=AK024164 
/gi=10436477 /ug=Hs.301811 
/len=1878 


AK02416'4 


HS.30181V 


• 


7673 


0,032636 


hypothetical protein FLJ1G970 
{FLJ10970). mRNA /cds=(229,633) 
/gb=NM_01 8286 /gi=8922795 
/ug=Hs. 1 73233 /ien=1 670 


NM_018286 


Hs 173233 


NP_060756 


7686 


0.018784 


protein tyrosine phosphatase, receptor 
type, C (PTPRC), transcript variant 1, 
mRNA /cds=(93,4007) /gb=NM_002838 
/gi==1 8641 346 /ug=Hs. 1701 21 
/len=5026 


NM^0P2838 


Hs, 170121 


NP_563580 
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Genes Corresponding To Differentially Expr ssed Geiies in Figure'20 - RA 




Spot 


p-value 


Pesciriptioh . 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


7690 


0.020388 


^rriopamil binding protein (sterol ' . ■ 
isomerase) (EBP), mRNA 
/ccls=(1 1 2.804) /gb=NM_0b6579 
/gi=5729809 /ug=Hs.75105 /len-1073 


NM_006579 


HS.7510S 


NP_006570 


7695 


0.011238 


FLJ31548 fis, clone NT2RI2001017 
/ccls=UNKNOWN /gb=AK0561 10 
/gi=16551424 /ug=Hs,61712 /len=2054 


AK056H0 


Hs.61712 


NP_002601 


7704 


0.007807 


solute carrier family 35 (CMP-sialic acid 
transporter), member 1 (SLC35A1), 
mRNA /cds=(28,1041) /gb=NM^006416 
/gi=20149579/ug=Hs.82921 /len-1883 


NM_006416 . 


Hs.82921 


NP_006407 


7708 


0.003947 


histidine triad nucleotide binding protein 
2 (HINT2). mRNA /cds=(31,522) 
/gb=NM_032593 /gi-1421 1922 

/ug=Hs:70573/len-632 : r 


NM^032593 


Hs,70573 


NP_115982- 


7710 


0.022802 


cDNA: FLJ21 531: fis, Clone COL06036. 
/gb=AK0251 84 /gi=1 0437647 
/ug=Hs. 1 02941 /len=2671 . 


AK025184 


Hs. 102941 




7711 


0.03788 


death'inducer with SAP donriain Dl$ ' " 
mRNA; complete cds /cds=( 120,3572) 
/gb=AF465616 /gi=274971 17 
/ug=Hs.1 83779 /lenW3856 ' 


AF465616 


Hs.l 83779 


NP_06O7O7;: 


7719 


5.79E-04 


endothelial differentiation, 
iysophosphatidic acid G^prptein- 
coupled receptor, 2 (EDG2j; transcript 
variant 2. -mRNA /cds=(394,1488) 
/gb=NiW_057159 /gi=;16950637 
/ug=Hs.75794/len=2732 


NM_057159 


Hs.75794 


NP_476500 


7738 


0.018784 


te65cl01.x1 Soares_NFL_T_GBC_S1 
cDNA clone IMAGE:2091 553 3', mRNA 
sequence /c|one=IMAGE:2091553 
/clone_end=3' /gb-AI377292 
/gi=4187145 /ug=l-is.4lb7537!en=238 


AI377292 


Hs.410753 




7739 


0.040751 


hypothetical protein MGC 12458 
(MGC12458), mRNA/cds=(30,518) ■ 
/gb=NM_032328 /gi=14150107 
/ug=Hs. 330664 /len=1 026 


NM_032328 


Hs.330664 


NP_1 15704 


7740 


0.003563 


tripartite motiftcbntaining 32 (TRIM32), 
mRNA /cds=(1 34,2095) 
/gb=NM_012210 /gi=15208649 
/ug=Hs.236218 /len=316() 


NO12210 


Hs.236218 


NP_036342 
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Spot 


p-value 


Description 


Gen 

Acc ssion No. 


Unigene 

Accession 

No. 


Pfot in 

Accession 
No. 


7741 


0.002602 


major histoeoriipatibility complex, class 
II, DR beta 3 {HLA-DRB3), mRNA , 
/cds=(41 ,841 ) /gb=NM_022555 " 
/gi=1 8641 37.1 /ug=Hs.308026 
/len=1158 


NM^022555 


Hs.308026 


NP_072049 


7746 


0.014599 


PHD finger protein 3 (PHF3), mRNA 
/cds=(28,6147) /gb=NM_015153 
/g(=766201 7 /ug=Hs. 78893. /Ien=6948 


NM_015153 


Hs.78893 


NP_055968 


7760 


0.02801 


hypothetical protein FLJ20651 
(FU20651 ). riiRNA /cds=(86,994) 
/gb=NM_017919 /gi=8923603. 
/ug=Hs.200332 /len=2678 


NM_017919 


Hs.200332 


NP_060389; 


7764 


0.032636 


aprataxin (APTX)i transcript variant i, 

niRNA/ccls=(i 53,1 181) : ^ 
/gb=N.M_1 75073 /gi=28329435 
/ug-Hs.14394 /len-2086 


NM_175073 


Hs 14394 


NP_778243 


7771 


p:0p587 


hypothetical protein FIJI 4855 
(FLJ14855), mRNA/Cds=(262,1896) . 
/gb=NM_033210/gi=21361856 
/ug=Hs.224843 /len=3290 


NIVI^033210 


Hs,224843- . 


NP_149987 


7774 


0.004367 


ieucine-rich repeat-containing 5 . 
(LRRC5), mRNA /cds={91 7,2965) ; . 
/gb=NM_0181O3 /gi=2443198P 
/ug=Hs;44672 /len=3338 ' 


NM_018103 


Hs.44672 


NP_060573 


7775 


0.007107 


fibronectin gene ED-A region- - 


X07718 






7790 


0.03517 


EST(zt89c05.r1 Scares testis NHt 
clone 729512 5') V 


AA398038 




NP_p04632 


7802 


0,020388 


EST 380589 MAGE resequences, 
MAGJ cDNA= (Xj42h09.x1 
Soares_NFL_T_GBCiS1)=(tt93e04:x1 
NGI_GGAP_Pr28 

)=(Soares_fetal_heart_NbHH19W)=( 
Scares melanocyte 2NbHM ) 


AW968513 . 




NP_057251 


7810 


0.017755 


EST(ofB5bd8.s1 NCilCGAP "C68 clone 
IMAGE: 14351 91 3*) 


AA857635 . 






7812 


0.02801 


EST(nw29b03.s1 'NCi_CGAP_GCBO 
clone IMAGE:1241837 contains Alu 

repeat) 


AA714698 






7826 


0.004367 


yh68a05.s1 Scares placenta Nb2HP 
CDNA clone IMAGE: 134864 3', rnRNA 

sequence /c!one=IMAGE: 134864 
/cione_end=3' /gb=R32301 /gi=788144 
/ug-Hs.386871 /len=246 


R32301 


Hs.386871 




7828 


0;Q,14599 


BX101939 Soares infant brain 1 NIB 
cDNA clone IMAGp998C11 163, mRNA 
sequence 

/clone=IMAGp998C1 1 163_;JMAGE:36 
364 /gb=BX1 01 939 /gi=27831 516 
/ug=Hs.269499 /len=493 


BX101939 


Hs.269499 
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p-value 
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Gen 

Accession No. 


UnigeW 
Acc ssion 
No. 


Protein 

Accession 

No. 


7843 


0.032636 


EST(qu23h09.x1 NCLCGAP_Br12 . 
clone IMAGE:1 965665 contains Alu ; 
repeat) 


AI284640 






7850 


0.025911 


hypothetical protein FLJ 10006 
(FLJ10006), mRNA./cds=(261,2720) 

/gb:=NM_01 7969 /gi=243081 76 

/ug=Hs.5570 /len^2950 


NM_017969 


Hs.5570 


NP^060439 ; 


7859 


0 010277 


AJ318805 adiDOse tissue cDNA clone 
2040, mRNA sequence /done=2040 
/gb=AJ318805 /gi=18141682 

/iig=Hs.86538 /len=5223 


AJ318805 


Hs 86538 




7868 


0 01 5895 


EST(vx98hi2 si Sbares melanocvte 
2NbHM cDNAelone lMAGEv269831 3 ) 


N24829 






7869 


0.004367 


hypothetical protein FtLJ20534 V 
(FLJ20534), rTiRNA/ccls-(2i,1061) 
/gb=NM_p17867 /gi=8'923502 
/ug-Hs.44344/len=1188 


NM^017867 ; 


Hs.44344 


NP_060337 


7878 


0103788 


ESt(RC1-BT0721-d50400-01 1^306 ^ 

BT0721) 


BE090738 ' 






7885 


0.003563 


protein phosphatase 1, regulatory 
(inhibitor) subunit 14C (PPP1R14C), 
mRNA /cds=f97 594) /ab=NM 030949 
/gi=1931 1005 /ug=Hs.192822^ 
/len=2133 , ' 


NM^030949 


Hs. 192822 


NP_1 12211 


7888 


0 0032 1 3 


cDNA FLJ31 107 fis clone 
IMR3220Q0152. /gb=AKp55669 
/ai= i 6550452 /ua=Hs 405954 

/len=2250 


AK055669 


Hs 405954 




7892 


0.008566 


EST(ze97h03.s1Soares feta! heart : 
NbHH19W clone 366965 3' contains 

Alu repeat) 


AA026679 






7913 


3.04E-04 


EST {Scares breast 2NbHBst cDNA 
clone IMAGE: 1 55622 5') ' 


R71816 






7936 


0 03788 


UI-H-BI4-apg-cl-10-0-Ul.s1 
NCI_CGAP_Sub8 cDNA clone 
liyiAGE:3087402 3', mRNA sequence 
/clone==IMAGE:3087402 /clone_end=3' 
/gb=BF509764 /gi=1 1593062 
/ug=Hs.439798 /len=1099. 


BF509764 


Hs.439798 




7941 


0.00587 


EST (EST370348 MAGE resequences, 
MAGEcDNA) ' 


AW958278 




NP_1 12420 


7944 


0.017288 


EST67047 Fetal lung 111 Homo sapiens 
cDNAS'end 


AA358105 






7945 


0.047031 


hypothetical protein FLJ14708 
(FLJ14708). mRNA/cds=(198.1163) 
/gb=NM_032827 /gi=1 4249529 
/ug=Hs. 1 35569 /len=2405 


NM332827 


Hs.1 35569 


NP_i 16216 
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Spot 


p-value 


Desciiptipn 


Gene 

Accession No. 


Unigene ^ 
Accession . 

No. 


Protein 

Accession 

No. 


7947 


0.010277 


EST (AV690707 GKC H. sapiens cDN A 


AV69d707 




NP 004*177 


7948 


0.043799 


mRNA; cDNA DKFZp686J072 (from 
clone DKFZp686J072) /gb=AL832207 
/gi=21732752/ug==Hs.255938 
/len=7028 


AL832207 


Hs.255938 




7950 


0.006463 


eDNA sequence FL Jl 3553 fi^7 clone 

r LAUt 1 UU / 4p4 


AK023615 




N.P^PQ6818 


/yob 


u.u4yu/y 


to i\zu^4gut)iSiooares_Nnnivi,ru^oi 
cDNA clone IMAGE:738968 3' similar 
10 gD.z.iouuy rnai tri i ntLiAL- 
CADHERIN PRECURSOR;contains Alu 
repetitive element;) 


AA441 ( 90 


— — - 








unKnown rnrviNA 


UUUD04 






7977 


0.02801 


pregnaney-induced growth inhibitor 
OKL38 gene, partial cds 


AF334780 






. 7978 


0.004825 


chromosome '6 open reading frame 1 1 

/gb=NM_005452/gi=14550417 
/ug=Hs.17936/len=2674 


NM_005452 


Hs. 17930 


NP_q05443 


7981 


0.013392 


mRNA for KIAA169i protein, partial 
Cds. /cds-(78i.1754)./gb=AB051478 
/9i?:20521967 /ug=Hs.94761 /Ien=48l6 


AB051478 


Hs.94761 




7986 


0.013394 


procollagen^proline, 2-oxoglutarate 4- 
dioxygenase (proline 4-hydroxylase), 
beta polypeptide (protein disulfide 
isomerase; thyroid hormone binding 
protein p55) (P4HB), mRNA ' 
/cds=(45,1571) /gb=NM_000918 

/gi-zUU/U1^4 /Ug— r1S.41Up/o • 

/len=2438 


NM_0q0918 ■ 


Hs.410578 


NP^00d909 


7987 


0.030249 


cervical cancer 1 protooncogene 
(DKFZP586A011), mRNA 
/.Cus— ^y.Tuyi } /gD--iNivi_u 104 id 
/gi=21 166356 /ug=Hs:75884 /len=21 18 


NM_015416 


Hs 75884 


NP_056231 


7988 


0.002096 


hypothetical protein FLJ13910 
(FLJ 1 391 0), mRNA /cds=(99, 1 274) ' 
/gb==NM^022780 /gi=1 9923839 
/ug=Hs.75277/len=3239 


NM_02278Q . 


Hs.75277 


IM r _V f pO 1 1 


7QQ9 




hrain rHMA rlnnp'OrrF-99ni'^ full 

insert sequence 


ARoediQ? 






7997 


0.043799 


Williams-Beuren syndrome 
chromosome region 17 (WBSCR17), 
mRNA /cds=(1.1797) /gb=NM_022479 
/gi=22538494 /ug=Hs.7981 /len=3298 


NM_022479 


Hs.7981 


NP^071924 
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Spot 


p-value 
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Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


8003 


0.015895 


transcription factor 4 (TCF4), mRNA 
/cds=(200,2203) /gb=NM_003199 
/gi=45073987ug=Hs.326198 /(en=2500 


NM_003199 


Hs.326198 


NP_003190 


8004 


0,035177 


topoisomerase (DMA) 1 (TOPI), mRNA 
/cds=(247,2544) /gb=NM_003286 ^ 
/gi=19913404 /ug=Hs.317 /len=3734 


NM_003286. ; 


Hs.317 


NP:_003277 


8017 


0;012276 


secretedifrizzled-related protein 5 
(SFRP5). mRNA /cds=(182,1135) ' 
/gb=NM_:0p3015 /gi=8400734 
/ug=Hs.279565/len=1905 


NM_P03015 


Hs.279565 


NP_0030G6' 


8022 


0.03788 


eukaryotic translation elongation factor 
1 alpha 1 (EEF1A1), mRNA 
/cds=(63,1451) /gb=NM301402 . .. 
/gi=25453469/ug=Hs.422118 ; . 
/Ien=1837' 


NM_001402: 


Hs.422118 


NP_001393 . 


8027 


0,02801 


honfieodomain protein (0G12) mRNA, 
complete cds 


AF022654 




NP_006875 


8039 


0.012276 


BX090877 NCLCGAP__Ut3 CDNA , 
clone IMAGp998N 165642 ; 
IMAGE:2278479, mRNA sequence 
/clone:^:! MAGp998N 1 65642_; JMAGE:2 
2.78479 /gb=BX090877 ygi=27824565 
/ug=Hs.359704 /len=471 


6X090877 


Hs.3597.04 




8040 


0.011238 


zlric firiger protein 331; zinc finger 
protein 463 (ZNF361), mRNA 
/cds=(660,2051) /gb=NM:^0 18555 
/gi=20127571 /ug=Hs.147644 
/len=2196 / 


NM_0,18555 


Hs. 147644 


NP_061025 


8042 


0.01045 


thioredoxin-like 2 (TXNL2), mRNA 
/cds=(5.1012) /gb=NM_006541 
/gi=5730103 /ug=Hs.42644 /len=1942 


NM_006541 


Hs.42644 


NP_006532 ■ 


8046 


0.011238 


cDNA FIJI 0423 fis, clone 
NT2RP1 000259 /gb=AK001 285 
/gl=7022444 /ug=Hs. 106909 /len=1837 


AK001285 . ' 


Hs.106909 




8050 


0.025911 


hypothetical protein FLJ22557 
(FLJ22557). mRNA /cds=(87,1001) 
/gb=NMj024713/gl=13376012 . 
/ug=Hs.106101 /ien=2676 


Niyi324713 


Hs.106101 


NP^d78989 


8051 


0.009388 


cDNA FLJ38352 fis, clone 
FEBRA1000148 /ab=AK09fi671 
/gi=21 754980 /ug=Hs.376222 
/len=2233 


AK095671 


Hs.376222 




8052 


0,035177 


hypothetical protein MGC 14697 
(MGC14697), mRNA/cds=(264,440) 
/gb=NM_032747 /gi=14249375 
/UQ=Hs.-1 7-1 625 /Iens58.1 


NM_032747 


Hs.171625 


NP_H6136 
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Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


8059 


0.009388 


myotubularin related protein 2 
(MTMR2), mRNA7cds=(342,2273) 
/gb=NM_016156 /gi=20357517 
/ug=Hs.181326/len=4681 


NM_016156 


Hs.181326 " 


NP_057240 


8060 


p;022106 


hypothetical protein HSPC1 55 
(HSPC1 55), mRNA /cds=(241 ,744) 
/gb=NI\/l^01 6406 /gi=7705480 
/ug^Hs.177507/len=1137 


NIVI_016406 


Hs.177507 


NP^057490 


8066 


3.47E-04 


clone IMAGE:4551222, mRNA 
/gb=BC017324 /gi=23398507 
/ug=Hs.98710/len=2031 


BC017324 


Hs.98710 




8067 


, 8.37E-04 


zinc finger protein 289, ID1- regulated 
(ZNF289). mRNA /cds=(9, 1 574) ' 
/gb=NM_032389/gi=141 50222 . 

/ug?=Hs.2563lO /len=2753: 


NM^P32389 


Hs.25631p'' 


NP41 15765 


8068 


0.001339 


hypothetical protein FU 10726 
(FU10726), mRNA /aJs=(1 76,622) 
/gb^NIVI_6l8195/gi=8922622 -M 
/ug=Hs.268561 /len=2800 


NM^018195 


Hs.268561 


NP_060665 


8069 


5-79E-04 


Similar to nuclear jocalizatibn signals' 
binding protein 1, clone MGC:2181.0 
IMAGE.4 183576, mRNA, complete cds 
/cds=(58,375) /gb-BC016981 
/gi=16877469 /ug?=iHs.244624 
/len=2059 


BC016981 


Hs.244624 




8085 


0.013394 


dimeriziatipn cofactor of hepatocyte 
nuclear factor 1 ( HNFiyfrom muscle 
(DCOHM), mRNA/cds={21.413) 
/gb-NM_032151 /gi=14149B24 
/ug=Hs.150186/len=5641 


NM^032151 


Hs. 1501 86 


NP_1 15527" 


8091 


002801 


latrophiiin 1 (LPHH1), mRNA 
/cds=(21 7,4428) /gb=NM_012,302 
/gi=6912463 /ug=Hs.24212 /len=5479 


NM_^012302 


Hs.24212 


NP_036434 


8119 


9.43E-04 


mRNAforKIAAl 949 protein. 
/cds=(1 149,3137) /gb=AB075829 
/gi= 1 89 1 6754 /ug=Hs. 1 01 1 50 
/len-4015 


AB075829 


Hs.101150 




8120 


0.022106 


centrosome-associated protein 350 
(CAP350), mRNA/cds=(168,9521) 
/gb=NM_014810,/gi=18378734 
/ug-Hs.92200/len=11740 


NM_01481d, 


Hs.92200 


NP_055625 


8125 


0.001339 


mitochondrial ribosomal protein SI 7 
(MRPS17), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(31 ,423) /gb=NM_01 5969 
/gi=16554613 /ug=Hs.44298 /len=600 


NM_015969 


Hs,44298 


NP_057053 



J 

2759 



Genes Correspondina to Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 
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Unigen 
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No. 


Protein 

Accession 

No. 


8130 


0.004825 


hypothetical protein FLJ31 951 
(FLJ31951), mRNA /cds?=(28,2103) 
/gb=NiVl_144726 /gi=21 389514 
/ug=Hs.349306 /len=3362 . ; 


NM_1 44726 


Hs.349306 


NP_653327 


8133 


2.03E-04 


ADf?<ibosylatlon tector guanine 
nucleotide factor 6 {EFA6R); mRNA 
/cds=(53, 1 657) /gb=NI\/l_01 5310 . 
/9i=7662395 /ug=Hs:6763 /len=6722 


Niy/ll015310 


HS.6763 


NP_056125 


8151 


0.047031 


cDNA: FLJ23115 fis, clohej LN(307933. 
/gb=AK026768 /gi=1 0439696 
/ug=^Hs.98728 /|en=1917 : 


AK026768 


Hs.98728 




8152 


0.025911 


C0P9 constitutive phptomorphogenic . 
subiirlit 5 (Arabidopsis) (C0PS5), 
mRNA /cds=(121. 1125) 
/gb=Niyi_006837 /gi=5803045 ' 
/ug=Hs.380969 /len=1277 


NM_006837 


Hs.380969 


NP^G06828 ■ 


8153 


0.023945 


hypothetical protein DKFZp586E1 923 ' 
(DKFZP586E1923), mRNA • 
/cds-(1.294) /gb=NM_Q20425 
/gi=1 0092684 /ug=Hs.70769 /len=294 


NM_02(3425 


Hs.7q769 


NP^065158 ' 


8161 


0.00587 


gDNA: FLJ22930 fis. clone KAT07255. 
/gb=AK026583 /gis10439467 " 
/ug=Hs.90790/len=1600 i 


AK026583 


Hs.90790 




8163 


0.006463 


NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 3, 12kDa (NDUFB3), 
mRNA /cds=(253,549) /gb=NM_002491 
/gi=4505360 /ug=Hs.1 09760 /len=693 


NM_00249,1 


Hs. 109760 


NP_002482 


8167 


0.001878 


component of oligomeric golgi cbmplex 
3 (C0G3). inRNA/cds=(102,2588) 
/gb=NI\/l_031431 /gi=14591930 . \ 
/ug=Hs.13392/len=4500 


NM_031431 


Hs.13392 


NP_1 13619 


8168 


0.003947 


hypothetical protein FLJ23221 
(FLJ23221), mRNA/eds=(24.419) 
/gb=NM_q24579 /gi=1 3375757 
/ug=Hs.18397/len=519 


NM;^024579 


Hs. 18397 


NP_078855 


8178 


0.013394 


TAF9-iil<e RNA polymerase 11, TATA 
box binding protein (TBP)-associated 
factor, 31 kDa(TAF9L), mRNA 
/cds={91 1846) /gb=NM_015975 
/gi=21166377 /ug=Hs.l7l723 
/len=2734 


NM_015975 


Hs. 171 723 


NP_0p7uoy 
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Unigen 
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Accession 
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8182 


0.030249 


general transcription factor IIH, - 

polypeptide 2, 44kDa (GTF2H2), mRNA 
/ccis— \ 1, 1 \ oo) /go— iNivi^uu l o i.o 
/gi=6681761 /ug=Hs.191356 /len=1188 


NM_001.515 ■ 


Hs:i9'1356 


NPJ_001506 


8184 


0.014599 


cPNA FLJ30135 fis, clone 
/gi=16549295 /ug=Hs.34906 /Ien=2p24 


AK054697 


Hs.34906 


NP_776170 


8186 


0.006463 


Arkadia (ARK), mRNA /cds={374.1486) 
/gb=NM_017610 /gi=241 11229 
/ug— ns,i4oU4 /len— oUlu 


NM_017610 


Hs. 12504 


NP_060080 


8187 


0.006508 


calcium channel, voltage-dependent, L 
type, alpha 1C subunit (CACNAIC), 

rriDMA /r*Hc— /O^^P 

/gb=NM_0G07 1 9 /gi=27597079 . 
/ug=Hs.89925/len=8374 


NM1OO0719 


HS.89925 


NP_000710 


8188 


0.047031 


hypothetical protein FU20287 
(FLJ20287), mRNA /cds={1 32.2921) 
/go— iNivi^u 1 / f^o /gi— oyzozop 
/ug=Hs.26369 /len=3043 ' 


NM_017746 


Hs.26369 


NP_060216 


8190 


0.010277 


PP784 mRNA, complete 
cds/cds=( 1 98,581 ) /gb=AF258591 
/gi=1 0834727 /U9-Hs.284281/Ien=2145 

— Alvl___U0ZDn4,O 


AF258591 


Hs.284281 


NP_689514 


8205 


0.015895 


histoneH2A.F/Z variant (H2AV), 
transcript variant 2, mRNA 

/CuS— ( f rZ.OlO; /gu— ImiVi_^ lOOOoD 

/gi=20357598 /ug=Hs.301005 
/len=3453 


NM_1 38635 


Hs.301005 


NP_619541 


8222 


0.018784 


prefoidin 5 (PFDN5), transcript variant 

1 , mKiMM /CuS— ^oD,OUUj 

/gt)=NM_002624 /gi=22202632 
/ug=Hs.288856 /len=661 


NM_002624 


Hs.288856 


NPi.665904 


8224 


0.008566 


hypothetical protein, MGC:71 99 

1 lOiOU^, MirvIMM /CUS— ^ 1 / *f,1UOO; 

/gb=NM_1 38459 /gi=20270242 
/ug=Hs.2890O8 /len=2645 . 


NM_1 38459 


Hs.289008 


NP_612468 


8226 


0.004367 


splicing factor 3a,,subunit 1, 120kDa 
(SF3A1), mRNA /cds=(1 32,251 3) 
/gb=NM_005877 /gi=201 27483 
/ug=Hs.406277 /|en=2944 


NM_pp5877 


HS.4D6277 


NPi005868 


8227 


0.012276 


hypothetical protein FLJ20628 
(FLJ20628), mRNA/cds=(23,1456) 
/gb-NM 017910 /gi=1 3435382 
./ug=Hs.32356/len=1846 


NM_01791d 


Hs.32356 


NP_060380 
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Accession 

No. 


8229 


0.018784 


hepatitis C virus core-binding protein 6 
{HCBP6),mRNA/cds=(1 14,683) 
/gb=NM_023934 /gi=24371247 
/ug=Hs.2836747len=1157 


NM_023934 


Hs.283674 


NP_076423 


8230 


0.007807 


mRl^A for KiAA0592 protein,' partial 
cds. /cds=(1 ,4062) /gb=AB01 1 164 
/gi=3043707 /ug=Hs.439367 /len=4623 


AB011164 


Hs.439367 




8261 


0.012276 


CDNA FI.J10878 fis, clone 
NT2RP4001 893, highly similar to 
mRNA; cDNA,DKFZp564O043. 
/gb=AK001740 /gi=7023191 
/ug=Hs.15144 /len=2599 


AK001740 


Hs. 15144. 


NP^064715 


8274 


8376-04 


mftNA; cDNA dKFZp451Ld319 (from 
Clone DKFZp451L0319) /gb=AL833086 
/gi=21733677 /ug=Hs.4321 3 /|en=4614 


AL833086 


Hs.43213 


.- ... -. 


8277 


0.009388 


checkpoint with forl<head and ring 
finger domains (GHFR), mRNA 
/cds=(65,1936) /gb=NM_018223 

/gi=8922674 7ug=Hi23794 /len=3138 


NM^018223 


Hs,23794 


NP^P60693 


8309 


0.030249 


hypothetical protein FLJ 14906 
(FU14906), mRNA /cds=?(131.736) 
/gb=NM_032859 /gi=14249591 
/ug=Hs. 1 83528 /len=2492 


NM^032859 


Hs. 1 83528 , 


NP_1 16248 


8311 


0.043799 


clone IMAGE;5295441, mRNA 

/gb=BC043222 /gi=281 75025 
/ug=Hs.405253 /len=2712 


Be043222 


Hs,405253. 




8316 


0.02801 


clone lMAGE:4794726. mRNA 
/gb=BC042028 /gi=27469506 
/ug=Hs.367688 /len=1479 


BC042028 


Hs.367688 




8324 


0.043799 


hypothetical protein (FLJI 0562 fis, 
clone NT2RP200270D , 


AK001424 " 




NP_057116 


8338 


0.013394 


CDNAFLJ14181 fis, clone 
NT2RP2004300. /gb=AK024243 
/gi=1 0436570 /ug=Hs. 130874 
/len=4411 


AK024243 


Hs. 130874 




8358 


0.032636 


EST from cd34 stem cells Human 
sapiens cDNA clone CBCALE06 


AF1501i23 






8363 


0.02801 


hypothetical protein FLJ 14753 
(FLJ14753), mRNA /cds=(247,1095) 
/gb=NM_032558 /gi=1421 1858 
/ug=Hs!l3453/len=2593 


NM^032558 


Hs. 13453 


NP_1 15947 


8365 


0.010277 


hypothetical protein FLJ 10702 
(FLJ10702), mRNA /cds=(1 75,735) 
/gb-NM 018184 /gi=8922600 
/ug=Hs.i04222 /len=2944 


NM_018184 


Hs.1 04222 


NP^060654 
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Gen s 


Corresponding To Differentially Expressed Genes in Figure 20 - 


RA ' 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


8369 


0.011238 


hypothetical protein FLJ20432 
(FLJ20432). mRNA /eds=(6Q3, 1361) 
/gb=NM_017819 /gi-8923404 
/ug=Hs.57898 /len-1654 


NMl017819> 


Hs.57898 


NP_060289 


8374 


o:ooi339 


HT021 (HT021), mRNA 7cxls=(145,531 ) 
/gb=NM_0206857gi=1 0190735 
/ug=Hs,47166/len=797 


NM_020685 


Hs.47l66 


NP_065736 


8376 


0.017288 


EST(zk54c05.r1 

Soares_pregnant_uterus_NbHi^U 
cDNA done liVIAGE;486632 5') 


AAq44356. 




NP_0()1767 


8378 


0.001339 


601556349T1 NIH_MGe_58 cDNA 

done liVIAGE:3826069 3'i mRNA 
sequence /done=/MAGE;3826Q69 
/clone>ehd=3' ygb=BE739647 
/gi=10153639 /ug=Hs:88156 /len-692 


BE739647. 


Hs.88156: 




8395 


0.002337 


EST XR73h1 1 .x1 ;NCI_CGAP^Ov40 
cDNA done IMAGE:2746053 3' similar 
to contains AIu repetitive ; 
element;cpntains element i\/!ER32 
repetitive element ; 


AW270457 






8405 


0.013394 


cDNA FLJ33992 fis, clone 
DF.NES2007634. /gb=Ak091 31 1 
/gi=2l 749651 /ug=Hs:368944 
/len=3116 


AK091311 


Hs,368944 


NP_778231 


8406, 


0.03788 


erythroblast membrane-associated 
protein (ERMAP), mRNA 
/cds=( 167, 1594) /gb=NM_018538 
/gi= 1 9923535 /ug=Hs.4 10294 
/len=3381 


NM_018538 


Hs.410294 


NP_061008 


8413 


0.020388 


EST (6r91gl2.s1 NCI_eGAP_Lu5 
1MAGE;1603270 3') 


AA988166 






8418 


0.02801 


EST ty79e06.x1 Nei_CGAP_Kid1 1 
cDNA clone IMAGE:2285314 3' 


AI629011 




NP_055428 


8419 


0.030249 


mRNA; cDNA DKFZp586B1922 (from 
clone pKFZp586B1922) /gb;?AL04945p 
/gi=4500236 /ug=Hs.184779 /len-1433 


AL049450 


Hs. 184779 




8430 


0.035177 


chromosome. 20 open reading frame 36 
(C20orf36). mRNA /cds=(128,1213) 
/gb=NM^01 8257 /gi=8922738 
/ug=Hs. 1 84628 /fen=3655 


NIVI_018257 


Hs. 184628 


NP_060727 


8438 


0.008566 


mRNA sequence /gb=L26969 
/gi:?169053917ug?=Hs.362852 
/len=1738 


L26969 


Hs.362852 
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Genes CorreVpondinq To Differentially Expresised Genes in Figure 20 ^ RA 




Spot 


p-value 


Description 


Gen 

Acc ssiQn No. 


Unigene 

Accession 

No. 


Protein 
Accession 
No. . 


8439 


0.02801 


Similar to nasopharyngeal carcinoma 
susceptibiiity protein, clone 
IMAGE:5018419, mRNA 
/gb=BG025283 /gi=1 9263927 
/ug=Hs.401412/len=2812 


BC025283 


Hs.401412 




8447 


9.43E-04 

> 


cDNA FLJ32621 fis, clone 
STOMA2000395. /gb=AK057183 
/gi=16552779 /ug=Hs.425445 
/len=2648 


AK057183 


Hs.425445 . 




8449 


0.043799 


hypothetical protein FLJ10619 ) r 
(FLJ10619), mRNA /eds=(65, 1894) 
/gb=NM_018156 /gi=8922552 
/ug=Hs. 1 91436 /len=3989 ^ 


NM_018156, 


Hs. 191 436 


NP_060626 


8451 


0.004825 


EST (PM 1 -HT0422--1 701 00-005-61 2 
HT0422) 


BE160711 






8457 


0.012276 


EST (T98494 ye60e05.s1 Scares fetal 
liver spleen 1 NFLS cDNA clone 
IMAGE: 1221 44 3') v 


T98494 






8458. 


0007807 


cDNA FLJ35666 fis, clone 
SPLEN2017781. /gb=AK092985 
/gi=21751702 /ug=Hs.233i382 
/len=2153 ^ 


AK092985 


Hs,233382 




8461 


0.02801 


cDNA FLJ39764^fis, Glorie ^ ' V 
SPLEN2000143. /gb=AK097083 
/gi=21 756734 /ug=Hs. 181 297 

/len-2530 


AK097083 


Hs. 181 297 




8472 


0.030249 


cDNA FLJ14188 fis. done 
NT2RP2005980. /gb^AK024250 
/gi=1 0436579 /ug=Hs.288671: ' 

/{eri=2289 ^ ' " 


AK024250; 


Hs.288671 




8489 


0.002096 


CLK4 mRNA sequence 
/cds=(154,15i5)7gb=AF212224 : 
/gi=9437514 /ug=:Hs.406557 /len=1865 


AF212224 \ 


Hs:406557 


. .. . 


8501 


0.032636 


hypothetical protein FLJ401 37 
(FLJ40137), mRNA /ccls=(1 49.1 141) 
/gb=NM_1 73478 /gi=27735056 
/ug=Hs.412708/len=2241 


NM_1 73478 


"Hs.412708 


NP_775749 


8507 


0.001501 


hypothetical protein FLJ2001 5 
{FLJ20015), mRNA /cds={32,523) 
/gb=NM_dl8996 /gi=9506648 
/ug=Hs.375614/len=1457 


NM_018996 


Hs.375614 


NP_q61869 


8511 


0.007107 


EST(yx64g06.r1 clone 266554 5 ) 


N31192 






8516 


0.002096 


EST (MR1-SN0033-100400-001-a10 

SN0033) 


AW867013 






8521 


0.047031 


cDNA, 5' end /clone=IMAGE:41 82762 

/clone_encl=5' /gb=BF337076 

/gi=1 1283172 /ug=Hs.213129 /len=974 


BF337076 


Hs.213129 
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Spot 


p-value 


Description 


Gen 

Acc ssipn No. 


Unig ne 
Acc ssion 
No. 


Protein 

Accession 

No. 


8523 


0.G07107 


EST (ox48a03.x1 

Soares_total_fetus_Nb2HF8_9wiMAGE 

:1659532 3') ' 


AI038291 




NP_612206 


8525 


0.013394 


7f26a06.x1 NCI_CGAP_CLL1 cPNA 
done IMAGE:3295762 3' similar to 
contains Aiu repetitive element; contains 
elernent MER22 repetitive element ;, 
mRNA sequence 

/c!one=IMAGE:3295762/clone_enc!=3' 
/gb=BE676253./gi=1 0036794 - 
/ug=Hs.436350 /ien=492 


BE676253 


Hs.436350 


■ *' 


8528 


3.95E-04 


EST (6021 52342F1NIH_M(3C_81 
cDNA done IMAGE:4293442 5") 


BF671599 






8530 


0.049079 


UI-E^EJ0-ahq-g-22-0-Ul.s1 UI-E-EJO ' 
cDNA clone UI-E4EJ0-ahq-gr22-0-UI 3', 
mRNA sequence /clone=U.I-E-EJO-ahq- 
gr22-0-Ur/cl6ne_end=3' 
/gb=BM674631/gi=1 8984529 
/ug=Hs.444500 /len=1272 


BIVI674631 


Hs.4445;d0 




8531 


0.043799 

/ 

\ 


cDNA FLJ40915 fis, clone 
UTERU20P5450. /gb?AK098234 
/gi^21 758205 /ug=Hs.20^b79 
/len=2739 


AK098234 


Hs,207079 


. ■ -. . _ . 


8532 


0.036556 


sin3-associated: polypeptide, 18kDa 
(SAP18), mRNA/cds=(65.526) 
/gb=NM_005870 /gi=235104b7 
/ug^Hs.23964 /len=2035 , 


NM_005870 


Hs.23964 


NP_0P5861 


8541 


0.047031 


EST(hhGio12.x1 NCLCGAP_Kid11 ' 
cDNA clone IMAGE;2953846 31^ 


AW614572 ' 




NP_714916 


8548 


Cy.018784 


EST (RC1-BN041 3-041000-021-309 
BN0413) 


BF748890 






8557 


0.018784 


UI-H-ED0-awy-a-01-d-Ul.s1,. " 
NCI_CGAP_EDO cDNA clone . . 
iMAGE:5825166 3', mRNA sequence 
/c!one=lMAGE:58251 60 /elone_end=3' 
/gb=BQ017647 /gi=19752924 
/ug=Hs.124747/len=1445 


BQ017JB47 


Hs. 124747 




8559 


0035177 


clone MGC:5564, mRNA. cpmptete cds 
/cds=?(227,304) /gb=BC003697 
/gi=13277575 /ug=Hs.188757 
/len=2145 


BC003697 


Hs. 188757 




8560 


3.95E-04 


ribdsomal protein L28 (RPL28),' mRNA 

/cds=(43,456) /gb=NM_000991 

/gi=1 3904865 /ug=Hs.356371 /len=500 


NM_000991 


Hs. 356371 


NP_0P0982 
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Genes Corresponding To Differentially Expr ssed Genes in Figure 20 - RA 




Spot 


p-valiie 


Description 


Gene 

Accessioh No. 


Unigen 

Accession 

No. 


Protein 

Accession 

No. 




III 


UI-H-Rj9-an\/-f-19-04 if cil 

NCLCGAP:^Sub4 gDNA Clone 
IMAGE:2726158 3\ mRNA sequence 

/ug=Hs,.435074/len=11(l7 - 

■ J ■ 


AWi>Q-231'i 


np.'towiv/f *T 




8565 


0;004825 


EST(DKFZp31 3E1 524_r1 313 
(synonym; hlcc2) Homo sapiens cDN A 
cloneDKFZp3i3E1524 5') 


AL599090 










to I (Clone iiviMot.H/ »3ouo^ o / ■ 


Drift HQCCi 






8570 


0.012276 


EST hz28e05.x1 NCI_eGAP_GC6 
cDNAclone lMAGE:3269312 3^ ' 


BE466897 






8577 


0,035177 


RC5-FT01 94-271100^022-806 FT01 94 . 
cDNA. mRNA sequence /gb=BF858635 
/gi=1 2246379 /ug=Hs.270i272 /len=590 


BF858635 


Hs.270272 








cDNA done IMAGE.5492062 5'; mRNA 
sequence /clone=IMAGE:5492062 
/clone end=5' /gb=BM799896 
/gi=191 16719 /ug=Hs.304926/len=913 


PIVI / ^7^0270- 


flo.pUf 




8585 


0.004825 


Ok48cl01.s1 NCI_eGAP_Lei2 cDNA 
clone IMAGE; 151 71 85 3", mRNA 
sequence /elone=IMAGE: 151 71 85 
/clone_encl-3' /gb=AA903192 : 

/yi— OUOO»3 lO fuy— ns.4f DO lo /Icfn— OO/ 


AA903192 


Hs.276518 




8586 


0.003947 


UPF3 regulator of nonsense transcripts 
A (yeast) (UPF3A), transcript variant 1, 
mRNA /cds=(38.1468) /gb=NMi02301 1 
/gi=18375523 /ug=Hs.399740 
/len=2381 


NM_023p11 


Hs.399740 


NP '^49418 






uo^Qyuo.y 1 rvcinicti piyiiic^iu 

epithelium/choroid cDNA (Un- 
nomialized, unamplified): cs cDNA 

oiuiic; oo^oyuo o , iiir\iM/A ocL|Uc^iiuc 

/clone=cs26g08 /clone_end=5' 
/gb-CA392625 /gi^24725520 
/ug=Hs.389253 /len=648 




Fib.Op>7ilOO 




8594 


0 00168 


EST^nh89a01 r1 NCI CGAP Br1 1 
cDNA clone IMAGE:965640 5* similar 
to contains Alu repetitive element) 


AA513780 






8595 


133E-04 


ribosomal protein L3 (RPL3)i mRNA 
/cds=(27.i238) /gb=NM_600967 
/gi=16507968 /ug-Hs.1 19598 
/len=l-3-1_t 


NM_000967 


Hs. 11 9598 


NP_000958 
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Gen s Corresponding To Differentially Expressed Genes in Figure 20^ RA 




Spot 


p^value 


Description 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


8609 


0.003947 


yi-H-BI0-aah-f-11-0-Ul.s1 " 
NCi_CGAP_Suo1 cDNA clone- 
IMAGE:2709285 3', mRNA sequence 
/clone=lMAGE:27092857clone_end=.3' 
/gb=AW014024 /gi=5862781 
/ug=Hs.443573 /|en=594 


AW014024 


Hs.443573 




8615 


0.032636 


cDNA clone IMAGE:391 8063 5' 
601432861F1 NIH MGG 72 


BE895919 




Nr_Uo51o/ 


8622 


0.010277 


FLJ30623 fis, clone, eTONG2001 748 
/cds=UNKNOWN /gbTAK055185 
/gi=16549855 /ug=Hs.351574 
/len=2870 


AK055185 


Hs.351574 


NP:^07905p 


8626 


q.047031 


yfQ^hOA.si Soares infant brain 1 NIB • 
cDNA clone IMAGE:29029 3 , mRNA 
sequence /clone=ll\/IAGE:29029 
/clpne_end=3' /gb=R40376 /gi=821 1 19 
/ug=Hs.388213/ien-439 


R40376 


Hs.3a8213 




8627 


0.02801 


FLJ31562 fis, clone NT2RI2001422 
/cds=UNKNOWN /gb^AK056124 
/gi=1 6551441 /ug==Hs.6651 /|en=2253 


AK056124 


Hs.6651 


NP_003753 


8632 


0.002893 


cDNA clone IMAGE:4769918'5" 


BG623330 




NP 777568 


8635 


0.023945 


ESTs, cDNA, 3' end ;/clone_end=3' 
/gb=B!789108 /gi=15816833 
/ug=Hs. 304928 /len=529 


BI789108 


Hs.304928. 




8637 


0.030249 


mitochpndrial translational initiation 
factor 3 (MTIF3). mRNA 
/ccls=(237.1073) /gb=NMJ52912 
/gi=24432096 /ug=Hs.406591 
/len=1693 


NM_152912 ■ 


Hs.40659i 


NP_690876 


8640 


0.043799 


UI-H-Bl1-abw-g-10-0-UI s1 
NCLC.GAP_Sub3 cDNA clone 
IMAGE:2713530 3\ mRNA sequence 

/clone=IMAGE:271 3530 /clone_encl=3' 
/gb=AW138102 /g)=61 42420 
/ug=Hs.444831 /len=772 


AW138102 r 


Hs.444831 




8643 


0,004825 


ESTs, cDNA, 5' end 
/clone=IMAGE:4699685 /clone_end=5' 

ny^^r"/*\^ ^^T^ t * A^f^An.A'n 

/gb?;BG532473 /gi=1 352401 2 
/ug=Hs.1072657len=774 


BG532473 ^ 


Hs 107265 


NP_003426 


8646 


0.025911 


cDNA FLJ39413 fis. clone 

r LAUtDU 1 o / zy. /gu— AtNuyo / 
/gi=21 756291 /ug=Hs. 194339 
/len=1957 


AK096732 


Hs. 194339 


■r 


8648 


0.03788 


hypothetical protein MGC40157 
(IVIGC40157), mRNA/cds=(106,498) 
/gb=NI\/l_1 52350 /gi=22748758 
/ug=Hs.295362 /len=1250 


NM_1 52350 


Hs.295362 


NP_689563 
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Spot 


p-value 


Descriptioh 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


8649 


0.020388 


nahgob12 x1 NCI_CGAF=»_;HNi9 cDNA 

clone IMAGE:4257766 similar to 

P'^QiQ/l Al 1 1 Ql IRPAMII V ' 
roa ly^V MLU oUprrMvlILT OVJ 

SEQUENCE CONTAMINATION 
WARNING ENTRY. [1] ;contains Alu 
repetitive element;, mRNA sequence 
/Clone— uvi/Aot:. 4/0 f /do (gu— doz^z/gd 
/gi=1 2982288 /ug=Hs.440690 /len-360 


BG272785 


Hs.440690 




8654 


0.04244 


eDNA FLJ33942 fis, clone 
CTONG201 8147. /gb=AK091 261 
/gi=21 749590 /ug=Hs,434532 
/len=2356 . . ■ ■ 


AK091261 


Hs.434532 


• 1 


8660 


0.004367 


nk74h02.s1 NCI_CGAP_Sch1 cDNA 

Clone liviAot.n Ui yzoo o similar lO 
contains Alu repetitive. element;contains 
element LTR5 repetitive element 
rriKiNiM secjuence \ 
/clone-IMAGE: 101 9283 /c|one_end-3' 
/gb=AA551 072 /gi=2i321 324 
/ugiHs.368624 /len=477 


AA551072 


Hs.368624 




ODDO 




PQT/I II l-l PI M Koh £i HQ n 1 M c1 

NCI_CGAP_Ct1 cDNA clone UI-HrEU1- 

bab-e-09-O-UI 3') 


P\»c44pD II 




NP_:037506 


'8669' 


7.41 E-04 


cDNA FL.JT0190 fis. clone ^ 
HEMBA1004753. /gb-AK001052' . 
/gi=7022081 /ug=Hs.274546 /len=1318 


AK001052 


Hs.274546 




obZo 


V.VlxjZff 


I II LJ ciir* *rt\tr\ ^ on n i ii 

u i-n- 1 lU-ayo-a-zu-u-u 1 . SI 
NCI XGAP^EIO cDNA clone 
IMAGE:5841307 3'. mRNA sequence 
/done=IMAGE:5841307 /done_end=3' 
/gb=BQ004581 /gi=1 9729481 
/ug=Hs.412459 /len=1095 


DUUU4301 


Ulo A A 0>IKQ 

ris.4nz4oy 




8685 


0.043799 


Similar to ubiquitin protein ligase E3A 
papilloma virus E6-associated protein, 
Angelman syndrome), clone . 

rlVIAL3it.4o 1 1444, mKlNA 

/gb=BC040187 /gi=25455694 
/ug=Hs.25326 /|en=4823 


BC040187 

\ 


Hs.25320 




8686 


0.004367 


mRNA; cDNA DKFZp564P0l6 (from 
/gi=4500118 /ug=Hs. 132571 /len=1938 


AL049337 


Hs. 132571 




8692 


0.032636 


EST383274 MAGE resequences. 
MAGL cDNA, mRNA sequence 
/gb=AW971186/gi=8161031 
/uq=Hs=442674-/len==603l-- 


AW971186 


Hs.442674 
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Genes CorresDondinq To Differentially Express d Genes in Figure 20 ^ RA 




Spot 


pryalue 


Description 


Gene 

Accession No. 


Unigene 
Accession 

Kirk 

no. 


Protein 

Accession 

No. 


8694 


0.043799 


protein kinase, cAMP-dependent, 
regulatory; type 1, alpha (tissue specific 
extinguisher 1 ) (PRKAR1 A), mRNA 

/gi=4506062 /ug-Hs.1 83037 /len=3036 


NM_002734' 


Hs. 183037 


MP 002725 


8699 


0.020388 


clone IMAGE:3909623; mRNA, partial 
cds /cds=(1. 178) /gb=BC01 5894 
/gi=161 98445 /ug.=Hsi.33264 /len=2980 


BC015894 


Hs.33264 




p/zu 




1 II M PI in n 1ft n 1 II c1 
NCLCGAP_Car1 cDNA clone IMAGE: 
5853185 3', niRNA sequence 
/clone==IMAGE:_5853185/clone_end=3' 
/gb=BQ1 83906 /g.i=20359457 
/ug=Hs.356538 /len=1068 . : 






1 
i 


8728 


0.040751 


DKFZp547N166_i^1 547 (synonym: 
hfbr1) cDNA clone DKFZp547N166 5- 
mRNA sequence 

/clone=DKFZp547N166/clone_end=5' 
/gb=AL1 34698 /gi=6602885 
/ug=Hs.272d48 /len=586 


AL1 34698 


Hs.272048 ; 




.0/ oo 




<^lnn<a lMAr^P-9n^'^4'^'^ similar tn 

contains Alu repetitive element;, mRNA 
sequence /c!one=IMAGE:2055433 
/clone_end=3' /gb=A|308217 

/ni— Ann9R*!;9 /iin— We'177nfi4 /Ian— 491 

/gi— *fuuzooz /uy— nS; i / / UD*f /len— h-z i 


Annft9i7 


Mc 177hR4 
no. Iff wp'r 


\ 


8760 


0.007807 


ESKcDNA clone IMAGE:5258751 5' ) 


BI457491 




HP 031394 


8767 


0.023945 


UMP^CMP kinase (UMP-CMPK), 
mRNA /cds=(31,717) /gb=NIVi_016308 
/gi=7706496 /ug=Hs. 11463 /len=2836 


NM_0T6308 


Ms. 11463 


NP_057392 


Of oy 


n ni n977 


r— J |i l-k^^ipi Pionir^ rorirk r^P^KIA r-\nr\Q 
L~0 1 ^dUUIl Ulalil L^dlllU I cl lU OLIIN/A LriUilC 

4966301 5' similar to SW:RLA1_CHICK 
PI 8660 60S ACIDIC RIBOSOMAL 
PROTEIN P1. icontains element 
MER22 repetitive element ; ) 








8776 


0 0470'^ i 


FSTfcDNA clone IMAGE* 32491 48 3' ) 


BF673393 




NP 003109 


8777 


0.002337 


U l-E-E0 1 ^ajc-l-1 2-0-Lll . r1 U l-E-E0 1 
cDNA clone UI-E-EOT-ajc-l-12-O-UI 5'. 
mRNA sequence /elone=UI-E-E01-ajc-l 
12-0-UI /clpne_end=5* /gb=?BM718946 
/gi=1 9037365 /ug=Hs.364651 
/len=1031 


BM718946 


Hs.364651 
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Genes Correspondinq To Differentially Expressed Genes in Figure 20 ^ RA 




Spot 


p-v^lu 


Description 


Gene 

Accession No. 


Unig ne 

Accession 

No. 


Prot in 

Accession 

No. 


Of / o 




L_0 1 ^OLI dLd^cl It? lUI ly ^TriJO 1 ^ t\J f nvjl 1 IVJ 

sapiens cDNA:clone1MAGE:841 389 5' 


AA4Q1482 ^ 






8780 


0.030249 


MR2-CI01 86-291 100-01 0-a06 CI018'6 

r^HMA mPMA com ionr>o /nh— RPft1 ^^^09 
UL/INM, ilir\IM/-\ ocLjUcliUc; /yu— DrO IHOU^ 

/gi-12147047 /ug^Hs.446594 /len=530 


BF814502 


Hs.446594 




8787 


O.0O9388 


CLK4 rriRNA sequence 
/cds=(154,1515) /gb=AF212224 
/gi=9437514 /ug=Hs.406557 /len=1865 


AF212224 


Hs:406557 . 








LupskLsympathetic_trunk cDNA clone 
IMAGE:61 95208 5\:nniRNA sequence 
/clone=iMAGE:61 95208 /clohe_end=5' 
/yU'^pvj / ^ 1 o*t 1 /yi— 4^ lOQuzoo 

/ug=Hs.1 28076 /|eri=11 86 




We 19«n7R 


■ ■ ■ 


8795 


0.02801 


mRNA; cDNA PKFZp451B1818 (from 
/gi=21733198 /ug=Hs; 77554 /len=6240 


AL832623 


Hs.77554 




8796 


0.006463 


ESTs, cDNA, 3' end /clone=UI-E-EJ0- 
aii-l-1 9-0-UI /clone_end=3' 

/nh— R^/I^^ft1 '^ni /ni— 1ftQQ11Q7 

/go— Divlop lou.i /gi— Loyy i ly/ 
/ug=Hs.355029 /len=591 


B|\/I6813p1 : 


Hs.355029 




8797 


0.010277 


ESTs, cDNA, 5' end V: 
/clone=IMAGE:4803370 /clone_end=5' ' 
/gD-rijoDy f 1 /gi— i:»3i3[poo*fo 
/ug=Hs.374415/len=909 . 


BG697291 

■ . ■ ■ 


Hs.374415. ; 


NPJ 12200 


/8799 


0.001501 


ubiquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(200,3508) /gb=NM_003470 
/giT*Tv>Uf OOP /uy— no. / oooo /leii— *tu^it 


NM_003470 


Hs.78683 


NP 00'^46i 

111 I \J\J\J'!T\J 1 . 


8808 


0.020388 


EST(cDNA clone CS0DF021 YG07 5 
prime) 


AL535948 




MP 006612 


8809 


0.008566 


cDNA: FLJ23di3fii, clone LNGd0740. 
/gb=AK026666 /gi=1 0439567 
/ug=Hs.372737 /len=1909 


AK026666 


Hs.372737 




OO \ H 

{ 


U.UOZQOO 


1 II i RR-I n aiin r (^'^-n-l II c1 

NGI CGAP- PI6 cDNA clone UI-1-BBId 

aun-c-05-O-UI 3', mRNA sequence 

/clone=UI-1-BB1p-aun-c-05-0-UI 

/clone_end=3' /gb=BQ023929 

/gi=1 9759208 /ug=Hs.283502 /len=584 




9ft ^^^09 




8834- 


-0.047031 


No signifiGant-matGhpORF+2(41^249^ 


SEQ.iaNo.9 - 
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Genes Corresponding to Differ ntially Expressed Genes in Figure 20 - RA 




Spot 


p^value 


Description 


Gene 

Accession No. 


Unjgene 

Accession 

No. 


Protein 

Accession 

No. 


8836 


0-004367 


No significant match ' , 


SEQ;lD.No.33 






.8837 


0.005325 


no significant nriatch 


SEQ.ID.No.39 






8839 


0.047031 


No significant match, ORf^^l (3-472) 


SEQ.ID.No.49 






8851 


0 003539 


No signijncant ma^^ 

(ORF;+3:3r167[.166]; +1:49~167[120]) 


SEQ.ID.No.14 




• 


8860 


0.035177, 


clone 23612 mRNA sequence 
/gb-U90902/gi-191388Q 
/ug=Hs.82141 /ien=154a : , 


U90902 


Hs;82141 




8867 


0.031362 


mRNA; cDNA DKFZp686M24l4 (from 
clone DKFZp686M2414) /gb=AL832164 
/gi=21732708 /ug=Hs 282596 . 
/Ien=2712 


AL832164 

. /■ . ■ 


Hs282596 




8874 


0.001878 


No significant m.iatch 
(ORF:+1:256~491I237]) : 


SEQ.ID.No.26 




•.7.- 


8887 


0.00393 


No significant match (ORF:+3'^234) 


SEQ.ID,No.16 




. ■ . . 


8908. 


0.032636 

i 


hypothetical protein FLJ32861 
(FLJ32861 ), :mFRNA /cds=(206. 1 507) 
/gb-NM_144995 /gi=21450696 
/ug=Hs.344530/len=1837 


N M_1 44995 ' 


Hs.344:530 


NP^659432 


8909 


: 0.032636 


WW domain-containing adapter with a 
coiled^coil region (WAC), transcript 
variant 2, mRNA /cds=(332.2l'40) ; 
/gb=NM_100264 /gi=18379329 
/ug=iHs.70333 /len=3088 


NMj 00264 


Hs:70333 


NP_,5^7823 


8912 


0.008566 


AGENCOyRT_6542493 ■ ' 
NIH_MGC_1 19 cDNA clone 
IMAGE:5742803 5', mRNA sequence 
/clone=l MA6E:5742803 /clone_end=5' 
/gb=BM553059 /gi=18791456: 
/ug=Hs..380110/len=1179 . 


BM553059 


Hs.380110 




8918 


0.013394 


EST EST72587 Ovary (1 cDNA 5' end 


AA362818 




NP 057226 


8920 


0.013.394 


hypothetical protein FLJ22347 
(FLJ22347), mRNA /cds=(60,2684) 
/gb=NM_022830 /gi=12383073 
/ug=Hs. 1 06004 /len=2747 


NM^022830 


Hs. 106004 


NP_073741 


8925 


0.017288 


EST TCBARl Oi l 76 Pediatric pre-B 

cell acute lymphoblastic leukemia 
Baylor-HGSC project=TCBA cDNA 
clone TC BAP 11 76 


BE244548 






8928 


6.56E-04 


cDNA: FLJ23313 fis, clone HEP1 1919. 
/gb=AK026966 lgv=^ 0439954 
/ug=Hs.10862/len=2527 . 


AK026966 


Hs, 10862 




8931 


0:023945 


chromoisome 21 open readirig frame 6 
(C21orf6), mRNA /cds=(92,1051) 
/gb=NM_016940 /gi=8393017 
/ug=Hs.34_1.36 /len=.1729_ . 


NM_016940 


Hs,34136 


NP_058636 
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Genes Corr sponding to Differentially Expressed Genes in Figure 20 - RA 




opol 


p^vaiue 


uescnpuon 


Gene 

Accession No. 


uniyen 

Accession 

No. 


Prpt in 

Mccession 
No. 




n nni 1Q'^ 

u.uu 1 j yo 


mRMA fAr *^^nOA rVrntoin (^anOAA^ 

isoform)' partial 7cds-(1,3237) 
/gb=AJ 1 31 244 /gF3947687 
/ug=Hs.211612 /ren=5967 


A\\'\'\0AA 






O^Py 


; U.UU/ \\Jf 


cuiNA rLJo^uuo lis, Clone , 
FCBBF1 000272. /gb=AK091 324 
/gi— z 1 / ^yDDD /ug— ns. / Oiio /len— 40**y 


AVnoi "xoA 
Af\uy iozh 


nS. / p4o 




8955. 


;1.53E.04 


CDNA FLJ39389 fis, clone 

KLMUtDUUoOZ 1 . /gD— Mf\UyD/Uo 

/gi=21756262/ug=Hs.120785 ; 
/Ien=i350 ' 


AK096708 


Hs. 120785 

" ,, , 


■ \ i, 


. oyoi ' 




to r (KOo-o 1 Ul y /-I zu4UUtU1 p-CU4 
ST0197) 


AVVol.o/p 1 






; 8966 


0.024732 


EST;(AV7641dO MDS cDNA clone 
MDSBAE09 5') 


AV764100 

-' i ' ■ -. ' 








u.uzoy 1 1 


to l\0aoOCUy.S 1 JNOI_j_UoAr_ooD^ 

clone IMAGE: 1306768 contaih^^ 
LI repeat) 


AA7Pi*^<Oi ' • 
AA/DpOZ 1 






8978 


: 0.004367 


Similar to prpcollagen, type V, alpha 2, 
Clone iiviMvjic.oo i o*f*i' i , mpQiNM 
/glD=BC014149 /gi=15559579 
/ug=Hs:i6241 1 /len=1 335 


BC014149 


Hs. 162411 




8980 


0.003213 


EST yq55ed3. r1 Spares fetal liver 

spieen iiNrLo n. sapiens cuina cione 
IMAGE:199708 5' similar to contains 
Alu repetitive element; 


R96686 






8992 

• 


0.02801 


hypothetical protein MGC4677 

(IvHjpOW/ /), mKNA /CCIS-poo#,14yo; 

/gb-NM_052871 /gi=164l8372 

/ug— ns.4oz4 ly /len— fou/ 


NM_^P52871 


Hs.432419 


NP_4431 03 


8998 


0.030249 


neuroepithelial cell transforming gene 1 
(NET1). mRNA /cds^(147.1775) 
/gb=NM_005863 /gi=1 9923326 
/ug— ns.zp 100 /len— oz%3D 


NM_905863 


Hs.25155 


MP nnRRfSA ^ 


8999 


0.006463 


EST(AV650904 (SLC cpNA clone ' 
GLCCJF12 3") 


AV650904 








0 03788 


rDNA FL n8383 fis rlonf 
FEBRA2003726. /gb=AK095702 
/gi=21755022 /ug=Hs.433517 
/len=3240 








9011 


0.030249 


EST{yb62b08'.r1 Stratagene ovary 
(#937217) cDNA clone IMAGE:75735 
5") 


T58561 




NP^002088 
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Genes Correspondinq To DifferentialiV Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene. 

Accession No. ' 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


9017 


0 02591 1 


UI-H-FH1-bfk-m-0iB-O-Ul si 

\^ 1 II 1 111 v 1 1 X III w • x^ t « w ■ 

NGI_eGAP_FH1 cDNAeloneUI-H-FHI 
bfk-m-06-O-UI 3', mRNA sequence 
/clone=UI-H-FHl-bfk-m-^06-p-yi 
/clone end=3' /ab=BU618627 
/gi=23284842 /ug=Hs. 1 92435 
/len=1099 


BU618627 


Hs. 192435 




9018 


0.012526 


EST382162 MAGE resequences. 
MAfnK rHMA mRNA <;pciijpnrp 

IVIrWJIN OCvfUCI Ivw 

/gb=AW970081 /gi=81 59926 

/ug=Hs.325603 /len=423 


AW970081 


Hs.325603 




9022 


0;007807 


hypothetical protein MGC1 31 83> 
(MGC13183). mRNA /cds={94.1560) . 

/gb=NM_032358 /gi=14150164 

/ija=Hs 59791 /len=2299 


NM_^032358 


Hs.59791 


NP_1 15734 


9042 


0,047031 


UI-CF-FN0-aeu-b-13-0-Ul.s1 UI-CF- 
FNO cDNA clone UI-CF-FNO-aeu-b-13- 
0-UI 3' mRNA seauence /clone-UI-CF- 
FNO-aeu-b-13-O-UI /clone_end=3' 
/gb=BU689604 /gi=23547505 
/Lid=Hs 273830 /len=1 066 


BU689604 

' ^ ■ ,- ■■ ■ ■ - 


Hs,273830 




9046 


0.022106 


EST(xa08a12.x1 

Soares_NFL_T_GBC^S1 eDNA clone 
IMAGE;2567710 3") 


A\/y074833 , ^ 






9050 


0.001501 


cpNA FLJ25252fis. clone STM03814. 
/gb=AK057981 /gi=1 6553973 

/ug=Hs.16979/len=2005' 


AK057981 


Hs. 16979 






fi 0064(5"^ 


UI-H-FL1-bdw-f-18-0-LII si 
NCI_CGAP_FL1 cDNA clone UI-H-FL1- 
bgw-f-18-O-Ui 3', mRNA sequence 
/Clone=UI-H-FL1'bgw-f-1 8-0-UI 
/cldne^end;?3' /gb=BU634141 
/ai=?33013q6 /ua=Hs 32163 /len=1068 


BU634141 


Hs 32163 




9059 


0.022106 


tumor endothelial marker 7-relatecl 

nrprrjr<?or7TEM7R^ mRNA 

VJ\ wVi^UI Owl I 1 ^IVI f 1 \y 1 1 1 II \ l ^/A 

/cds=(10.1599) /gb=NM_032812 
/gi=1751 1212 /ug=Hs.33033 /len=2160 


NM^032812 


Hs.33033 


NP_1 16201 


9060 


0 008566 


EST^va85a08 s1 Soares fetal liver 
spleen 1NFLS clone ilVlAGE:202550 3') 


H53800 




NP_056067 . 


9061 


0.002565 


cDNA FLJ33960 fis, clone 
CTONG2018843. /gb=AK091279 
/gi=21749612 /ug;=Hs. 126465 
/|en=2849 


AK091279 


Hs.126465 




9063 


0.035177 


clone 2361 2 mRNA sequence 
/gb=U90902/gi=1913880 
/ug=bls.8214-1. /Ien=1 548 .: 


090902 


Hs.82141 
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Genes 


Corresponding To Dlff rentiallv Expressed Genes in Figure 20 - 


RA 




Spot 


p-vaiue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


9065 


0: 01 8784 


UI-H-BlOp-abbib-05-0-Ul.s1 " 
Nei_eGAP_Sub2 cDNA clone ' 
IMAGE:271 1001 3', mRNA sequence 

/uiui ic^iivir\oc^ / I I 1 /oiui ic ciiu^o 

/gb=AW015262 /gi=5863949 
/ug=Hs;440665 /len=854 


AW015262 


Hs 440665 




9078 


0.001062 


cpNA FLJ13207fis, clone 

/gi=1 0435128 /ug=Hs. 14355 /len=?2633 


AK023269 


Hs.14355 


- ... . . ■ « .. 


9079 


U.UZOc? 1 1 


cuiNo rLJooD** 1 Tis, Clone 
HHDPC2003983. /gb=AK095966 
/gi=2 1 755328 /ug=Hs;24831 /len=2685 




Hs.24831 




9102 




rHMA Fl 110071 fie rlr»n<a 
I-1FMRA1001709 /nh-AKOOOQ^Tt 

/gi=7021 908 /ug=Hs.28661 /len=2570 


Ak'OOOQ'^'^ 


IH?.28661 


■ ' . .. ^ ■ . - 


9113 


0.043799 


chromosome 9 open reading frartie 19 
(C9orf19), mRNA/cds=(35.499) 
/gb=NM 022343 /gi-22095361 
/ug-Hs.302766/len=1900 


NM_022343 


Hs.302766 


NP_071738 


9114 


0.003947 


EST(cDNA,clpne IMAGE:2504565 3' ) 


AW009489 






9115 


n nn'^Q47 


no^9An^'^ v1 1 imcl^i o^iotl/^ nar\#A 
lldO^OyUQ.X 1 LUpolSl^^ovlallw liCIVt; 

cDNA clone IIVIAGE:3394737 3'. mRNA 
sequence /clone=IMAGE:3394737 
/clone_end=3'/gb=BG151547' ^ 
/gi= 12663577 /ug=Hs.3p2830 /len=514 


Rni f^1K47 


Hs.302830 




9119. 




wgood lu.x 1 

CUINM Clone IIVlMV3[I.ZODc7Z/*f 0 , mrxIMM 

sequence /done=lMAGE:2369274 

/clone_end=3' /gb=AI760121 

/gi=51 75788 /ug=Hs.295720 /leh=4577. 


AI7ftni9i 


Hs.i295720 




9120 


0.022802 


EST(cDNA clone IMAGE:4371289 5' ) 


BG1 12978 




NP 001767 


9129 


0.015895 


EST(cDNA. 


AW896077 






9130 


9.43Er04 


CGI-1 8 protein (CGI-1 8), mRNA 

/rrlc— 14Q1V/nh— MM nmC147 
/t/Uo— ^*t4 1, IHS7 1 ) /yu— i>iivi_u ixjiyHi 

/gi=7705601 /ug=Hs.121599 /len=2305 


NM_015947 


Hs.121599 


NP_057031 


9131 


2.32E-04 


ESTs, cDNA, 5' end 
/clone=IMAGE:4148900 /clone_end=5' 
/gb=BF342391 /gi=1 1289392 
/ug=Hs.30469 /leh=803 


BF342391 

/■ 


H5,30469 


NP_055313 
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G nes Corresponding To Differ ntially Expr^^ n s in Figure 20 - RA 




Spot 


P'Value 


Pescription 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


^ 1 ^J^J 




lJI-H-RW1-ahh-n-07-n-lII <ii ' 
NGI_CGAP_Sub7 cDNA done 
|MAGE:3082548 3', mRNA sequence 
/clone=IMAGE:3082548 /clpnelend=3' 
/gb=BF514691 /gi=1 1 599870 
/ug=Hs:437157/len=608 


RF5146Qi 






9134 


0.002096 


te65dOl.x1 Soares_NFL_T_GBC_S1 
cDNA clone IMAGE:2091553 3', mRNA 
sequence /clone=IMAGE:2091 553 
/clone_end=3' /gb=AI377292 
/gi=41 87145 /ug=Hs.410753 /len=238 


AI377292 


Hs.410753 


/ 


57 I sJO 




Lupski_sympatheticjrunk cDNA clone 
IMAGEi6192820 5', mRNA sequence 

/gb=BQ876663 /gi=22268571 
/ug=Hs.346743 /len=925 ' > 


DvKp/OpOo 










mRKi A- rDNI A nKF7n'iR4R71 9, Ifrnm 
clone DKFZp564B213) /gb=AL049240 
/gi=4499973 /ug=Hs.380268 /leh=767 


Ai n4Q94n 


n.o. 00U4.00 




9155 


0.009388 


cDNA FLJ36544 fis, clone 

/gi=21 752807 /ug=Hs. 1 01 689 

/len=2670 ■ 


AK093863 


Hs.101689 




9157 


0.018784 


mRNA; cDNA pKFZp451 01 81 8 (from 
/gi=21733226 /ug=Hs'l2396 /len=4870 


AL832650 


Hs. 12396 


--...■.- ■^ . •■ . . . - 


9158 


0,047031 


FLJ14877 fis, clone PLACE1003044 
/cds=(1 17.1328) /gb=AK027783 
/gi=14042716 /ug=Hs.200073 

/|pn— 97RR 


AK0277,83 


Hs.200073 


NP_06di91 8 ' 


Q174 




cDNA clone UlTE-EJO-ahs-e-16-O^UI 5\ 
nnRNA sequence /clone=U!-E-EJO-ahs- 
e-16-O-UI /clone_end=5' 
/gb=BM714718 /gi=19027976 
/ua=Hs 446458 /len=1 136 ' • 


RM71il71ft 

DlVlf l*f/ lO 


rio.*t*tD**vJO' t 




9178 


0.032636 


EST(cDNA clone IMAGE:2954041 3' ) 


AW612522 




NP 065898 


9191 


0.035177 


xe48d03.x1 Nei_CGAP Ut3 cDNA 
clone IMAGE:2611109 3\ mRNA 
sequence /clone=IMAGE:261 1 109 
/clpne_end=3' /gb=AW080070 
/gi=6035222 /ug=Hs.245603 /len=479 


AW080070 


Hs.245603 
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vPOt 


Prvalue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


yz 1 u 




euiNA. rLJZoZOp lis, cione ritzt^upui i. 
/gb=AK026938 /gi=1 0439914 
/ug=Hs,406650 /!en-2245 


MrxUZOyoo 


ns.^njDpOU 








Clone IMAofc.OZDOOOo, mKNA 

/gb=BC037736 /gi=23337068 
/ug-ns.oy/o4y/ien-oon 


dOUo# Y oo 


nS.p97o4U 




9236 


0.04703,1 


cDNA PLJ38586 fis, clone 
HCHON2009384. /gb=AK095905 ^ 
/gi=21 755256 /ug=Hs.293821 
/|en=2631 


AK095905 


Hs.293821 




-9240 


0:004367 


cDNA /gb=AW971 782 /gi=816l628 , 
/ug-ris.iyoooy /len-Diy 


AW971782 ' 


Hs. 193559 


NP_079130 • 


9254 


; 0-032636 


'wte9f08.x1 Soares_NFL_T_GBClSi 
cDNA clone II\/1AGE:2357031 3', mRNA 
sequence /clpne=IMAGE:2357031 
/clon.e_end=3'/gb=AI827467 ' ,., 

/gHp44o1 op /Ug-r!S.Z40o1 U n&n—DZU 


AI827467 


Hs 245510 




9260 


0,015895 


eukaryptic translation initiation factor 4 
gamma, 2 (EIF4G2). mRNA 

/CaS-(oU/,oUoU; /gD-lNlVI UU14 io 

/gi-4503538 /tig=Hs.183684 /len=3820 


NM^001418 


Hs. 183684 


NP^0P1409 


iiZoo 


0.02o94o 


cuNA rLJiuy/p lis, Clone 
PLACE10P1399. /gb=AK001838 
/gi=7023355 /ug^Hs.355608 /|en=21 16 


AI\UU1opo 


nS;OOObUc> 




9271 


0.012276 


fj53d02.x1 adult brain Danio rerio.cDNA 
3 Similar to SW.tr2_GHlCt\ 090705 
ELONGATION FACTOR 2 ; " 


AV\/281691 






9275 


0.011238 


ESTs. cDNA. 5* end 
/clone=IMAGE;3857750/clone_end=5' 
/gb=BF0351 34 /gi=1 0742846 
/ug=Hs. 1 95789 /len=847 , 


BF035134 


Hs. 195789 




9298 


0,007807 


ad47h05.s1 Stratageiie luhg careinonha 
937218 cDNA clone IMAGE:884889 3' 
similartogb:X51956_rna1 GAMMA 
bNQLAbt Alu repetitive . 
element; contains element TAR1 
repetitive element ;, mRNA sequence 
/Glone=l MAGE* 884889 /clone end=3' 
/gb=AA669458 /gi=2630957 
/ug=Hs.445542 /len=926 


AA669458 


Hs,445542 




9303 


0.015895 


No significant match 


SEQ.ID.No29 






9307 


3.95E-04 


No significant match, 
ORF*3(276=^407-),-+2(440^541-) 


SEQ.ID.No.51- 
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Ocn s 


Corresponding To Differentially Expressed Genes in Figure 20 - 


RA 




Spot 




■J ' 


\p i IV 

Accession No. 


Uriigene 
No. 


Protein 
No. 


9312 




Mn Qinmfinaht msif-rh ORF-iy4R~'^50V 


SFO id No 78 






9318 


0;014599 


No significant match 


SEQ,iP;No.102 






9328 




EI.O 1 ^icicti live;! o|jifc;t;ii i iNruo v»-'!^'» 

clone IMAGE:1 20299 5' ) 


TQ71 1 




NP_055559 


9350 


0.007807 


No significant match, ORF+2(389~530) 


SEQ.ID.No.87 






9352 


O 01 79 ft R 
U.U 1 i ^oo 


INUVcl 


^Pn iri Mn Q9 






9355 


7.4,1 E-04 


No significant match (ORFit 
3:4-240[237]) 


SEQ.|D.No.19 






93m 


0.012276 


cDNA: FLJ21243 fis, clone COL01 164. 
/ug=Hs.268016/len=:1880 


AK024896 


Hs.268016 




9390 


:6:56E-04 


ribosomal protein LI 3a (RPL13A), : 
mRNA /cds=(23,634)/gb=NM_012423 
/gi=14591905/ug=Hs.389335 / ^ 
/len=1142 


NM1012423 


Hs,389335 


NP1:036555 


9392 




Ar^FNIPni IRT R400'^RR MIM R7 

cDNA clone IMAGE:5495662 5', mRNA 
sequence /clone=IMAGE:5495662 
/clone__end==5' /gb=BM799714 
/yi— 1 i7 1 iQopY. /uy-rnb.oooooo 
/len=1153 ■ 


RK/I7QQ714' 


Hs.356635 




9400 


0;q02096 


SKB1 (S. pombe) (SKB1), mRNA 

/COS— ^yZjZUUOy /gp— INIVI, UUO lUa 

/gi=2007021 9 /ug-Hs. 1 2912 /len=24l 3 


NM_006109 


Hs.12912 


NP_006100 


9405 


0.010277 


fenitin, light polypeptide (FTL), mRNA ' 
/cds=(1 89,716) /gb=:NM_000146 

/ni—90 14.0407 /iin—Hc 4*^01*^0 /Ion— R7ft 


NM_000146 


Hs,430150 


Np^opoi37 ; 


9423 


u.uozooo 


vesicie amine iransporr proxein ' .v ' 
califomica) (VAT1). mRNA 
/cds=(57,1238)/gb=NM 006373 
/gi=1 8379348 /ug=Hs. 157236 
/len=2738 • / \ 


^l^/l ooA'^7'^ 


Hs. 157236 


NP:_006364 


9424 


0 004 '^R7 


(PRKDC) genes, partial cds 








9431 


0.01 1238 


chromosome 11 open reading frame 24 
(C1 1 orf24). mRNA /cds=(403.1752) 

/nh-MM 099'^'^ft /ni-1 1^419*^^ 

/ug^ns,30o02o /ien-20op 


NM_022338 


Hs.303025 


NP_071733 


9442 


0.001193 


GTP binding protein overexpressed in 
skeletal muscle (GEM), mRNA 
/cds=(214,1 104) /gb=NM_005261 
/gi=4885262 /ug=Hs.79022 /len=2156 


NM_005261 


Hs.79022 


NP_005252 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 








L/^ocripiipn 


Accession No. 


uniyene 

Accession 

No. 


Protein 

MI#VU99ll.lll 

No. 


9445 


0002096 


barrier to automtegration factor . 

/gb=NM_003860 /gi=1 1038645 
/ug=Hs.433759/len=1192 


NM_003860 


Hs.433759 


NP_003851 


9450 


aOi2801 


FK506 binding protein 3V 25kDa 

/gb=NM_00201 3 /gi=17149845 
/ug=Hs.379557 /len=1420 


NM_002013 


Hs.379557 


NP_002004 


p^O 1 


u.yupor 


pnospnuMp356 r\z--aciivdiiny proicin 
(PLAA), mRNA /cds=(29,2245) 
/gb=NM_004253 /gi=21361288 
/ug=Hs.27182/len=3240 


MM nOAOf*'^ 


LJc'97'1 ft9 


NP_004244 


9453. 


0.007107 


mRNA for KIAA1705 protein, partial 
coo. /cus— ^ 1 / y^j /gD— MDu.o I'fy^ 
/gi=12697954 /ug=Hs.70767len=3949 


AB051492 


Hs.7076 


.: ■ ■ ■ ■ 


945.5 


0.040751 


likely ortholog of mouse tumor 
differentially expressed 1, like (TDE1L), 

/gi=24308212 /ug=Hs;i46668 
/len=3149 


NM 020755 


Hs. 146668 


NP_^065806 


9458 


0.043799 


solute carrier family 38, member 2 

/Ql P'^flA9^ mRMA VrHc— ^'^'^9 1ft79\ 
^OLVOOr\Z^, I ilFvlNrN /CUb— ^Op^, lOf 

/gb=NM^0l8976 /gi=21361601 

/nn— Wc 9QP97'^ /Ion— 470*^ 

/Uy— ns.zyoz/p /len— *+f yo 


NM^018976' 


Hs.298275 


NP,061849 


•9466 


0.007107 


hypothetical protein FLJ 1 089 1 . 
(FLJ10891), mRNA /(xJs=(1 28,1 525) 
/gb=NM_018260 /gi=8922743 
/ug=Hs;274169 /len=2864 


NM_018260 


Hs.274i69 


NP 0607*^0 




yj.yjyJo^Hi 


Al QOr>R4ft mRMA /— r^DMA PI l^9f^^7• 

fis) ' ■ 






NP_079528 " 


9486 


0.001193 


neural precursor cell expressed, 
aeyeiopmsniqiiiy aown-reguiaiea o 
(NEDD5), mRNA /cds=(259, 1344) 
/gb=NM_004404/gi=4758157 ' " 
/ug=Hs. 1 55595 /len-3433 


Niyi_004404 


Hs. 155595 


NP_004395 


9491 


6.35E-05 


clone IMAGE:2960008, mRNA 

/y u— DV>yU 1 / ZQO /y 1— 1 DO / ouyu 
/ug=Hs.433345/len=1405 


BC017253 


Hs.433345 




9512 


0.047031 


mitochondrial ribosomal protein L32 
(MRPL32), nuclear gene encoding 
mitochondrial orotein rriRNA 
/cdis=(47,613) /gb=NM_031903 
/gi= 1 3994260 /ug=Hs.50252 /len=903 


NM_031903 


Hs.50252 


NPJ 14109 


9515 


0.03788 


beta-amyloid binding protein precursor 
(BBP), mRNA /cds=(304,927) 
/gb=NM_032027 /gi=17738309 
/ug=Hs.333541 /|en=1250 


NM_032027 


Hs.33354i 


NP_1 14416 
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Genes Corresponding To Differentially Expressed Genes in Figure 2Q/f RA 






|j~vciiiit; 


L.r t?o 1 1 |J.| 1 1 1 


Gene 

Accession No. \ 


Unifi riA 

Acc ssipn 
No. 


Protein 

Accession 

No. 


9530 


0.015895 


hypothetical protein FLJ 10856 

/gb=NM_01 8247 /gi=892271 9 
/ug-Hs. 1 08530 /len=3720 


NM_018247 


Hsil 08530 


NP_060717 


9533 


0.009388 


hypothetical protein FLJ20303 
(FLJ20303). mRNA/ccis=(86,1681) 

/nh=MM (1177*;'? /ni=ftQ7'^9ft4 

/ug=Hs.17138/len=2427 


NM_017755 


Hs.17138 


NP^060225 


9536 


0:043799 


DKFZP586D0824 protein, clone 
MGC:40527 IMAGE:5208411, mRNA, 
complete cds /cds==(65, 1078) 
/gb=BC032345 /gi=21 595443 


BC032345 


Hs. 128797 


NP_p56475 . 


9543 


0.002602 


NApH dehydrogenase (ubiquinone) Fe- 
S protein 3, 30kDa (NADH-coenzyme Q 
reductase) (NDUFS3), mRNA 

/gi=4758787 /ug=Hs.4295067len^899 


Niyi^004551 


Hs.429506 


NP 004'542 


9551 


0.00587 


trahsmenribrane protein "vezatin 

^\/F7ATINIV mRNA /rrl<5=M77 188fi^ 
/gb=NM 017599 /gi=19923537 
/ug=Hs.24135/len=3949 


NM_017599 


Hs.24135 


NP_Q60069 


9555 


0,025911 


Di5F37 pseudogene, S3 allele, nnRNA 

pcv,|Uc;iiuc /yu— MrrUH I uou /y I— opuuDO^ 

/ug=Hs.426451 /len=6071 


AF041080 


Hs.426451 








rPiKiA Fl 1*^1 107 fiQ Hnnf^ 

iMR322000152. /gil)=AK655669 
/gi=16550452 /ug-,H.S.405954 
/len=2250 








9586 


0.023945 


NRRL 4123 mitpchondrial ribospma! 
RNA, small subunit, mitochondrial 

yci ic, fJdi Lidi oc^Lld luc 


U29233 






9594 


0.03788 


serine (or cysteine) proteinase Inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), mennber 2 

/gb=NM_006216 /gi=24307906 
/ug=Hs.21858/len=2129 


NM_006216 


Hs.21858 


NP 006207 

I' 


9598 


0.018254 


mRNA; cDNA DKFZp761C169 (from 
clone DKFZp761C169); partial cds 
/cds=(997 2475) /ab=AL161991 
/gi=7328122 /ug=Hs.71252 /len=3324 


AL161991 


Hs.71252 


NP_075064 


9608 


0.003563 


sarcoglycan, alpha (SQkDa dystrophin^ 
associated glycoprotein) (SGCA), 
mRNA /cds=(12.1 175) /gb=NM_000023 
/gi=4506910 /ug=Hs.99931 /len=1404 


NM_000023 


Hs:9993l 


NP_000014 
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Genes Correspondinq To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Pescriptipn 


Gene 

Accession in p. 


Unigene 

Accession 

No. 


Protein 

Accession 

No 


9609 


0.017288 


wingless-type MMTV integration site 
larniiy, niemDer om ^vvin i oa;, mr\i>iM 
/cds-(758,1855) /gb=NM_003392 
/gi=17402917/ug=Hs.152213 ^ 
/len=4428 


NM_003392 


Hs.152213 


NP_003383 






f\lAAUoD4 prOiein ^rVlAMUOD^;, iTIKInA 

/cds=(305,28.18) /gb=NM_014943 
/gi=7662341 /ug=Hs.30209 /lenM089 


MM Ci'iAOA'k 


Wc "^09 no 


NP 055758 


9642 


0.036556 


FK506 binding protein 11 ; 19 kDa 
(FKBP1 1 ). mRNA /cds=(73,678) 
/gD^NM_uiDoy4 /gi— //UDiou 
/ug=Hs.24048 /len=727 


NO'i6594 


H4.24048 


NP_057678 


9645 


0.018784 


SET donnain and niarjrier transposase 
fusion gene (SEtMAR)/rtiRNA 
/cds=(23,2038) /gb=NM_006515 
/gi=5730038 /ug=Hs.265855 /len=2063 


NM^006515 


Hs.265855 


NP_006506 


9646 


a010277 


nnitpchondrial rilDosomal protein S5 
(MRPS5), nuclear gene encoding 
rnitbchondrial protein, mRNA 
/cds=(219,1511) /gb=NM_031902 
/gi=16554614 /ug=Hs.4331 17 
/len-noAo. 


NM^031902 : ■ 


Hs.433117 


NP 114108 


9648 


0,043799 


Similar to RIKEN cDNA 1500009M05 
gene, clone MGC:40370 
iMAtjt.oiooyoo, nriKNA.-compiete cos 
/cds=(45,452) /gb=BC03230d 
/gi=21619026/ug=Hs.295953 • 
/len=1617 .. 


BC032300 


Hs.295953 




9676 


0.020388 


EST(hh39d05:x1 NCI_CGAP_Co14 
clone IMAGE:2957481 3' contains 
MtKoo repeat) 


AW612954 






9682 


0.005325 


BX091044 Scares retina N2b4HR 
cDNA clone IMAGp998D1 8828 ; 
IMAGE:360161, mRNA sequence 
/clone-iiviAopyyoiJi opzo_,_iiviAot.oD 
0161 /gb=BX091044 /gi=27826224 
/ug=Hs.435655 /len=644 = 


BX091044 


Hs.435655 








MAMMA1001343. /gb=AK022308 
/gi=1 0433677 /ug=Hs. 188853 
/len-1766 




Hs 1 88853 




9699 


0.001339 


EST(zeh1487.seq.F Zebrafish 
Embryonic Heart cDNA Library cDNA 

5') .: 


AI354098 
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Genes Corr spondinq To Differentially Expressed Genes in Figure 20 - RA 




Spot 


P'Value 


Description 


Gene 

Mccession ino. 


Unigene 
Mcc ssion 

No. 


Protein 
Accession 

Kin 
IMO. 


9712 


0.005325 


wl54c05.x1 NeLCGAPlBrn25 cDNA 
done IMAGE;2428712 3', mRNA 

/clone_end=3' /gb=AI864553 

/yi— oozoDDu /uy— rio.o/ loy/ /it;ii— H/*t 


AI864553 


Hs.371597 






U.U 1 O f Oh- 


Go 1 ^yju 1 euD.r 1 oione i*+/'fyuoy 




. ■ . 


MP 0*^7707 > 


9725 


0.043799 


EST UI-H-BIOp-aav-d-02-0-Ui:s1, . 
NCI_CGAP_Sub2 cDNA clone 
iMAriP-97infift'i 

IIVIMLjt.Z /I 1 UDOo o • 


AWpi6422v 






9736 


0.030249 


EST(wl38a07.x1 NCLCGAP.Utl clone 
IMAGE:2427.156 3') 


AI858415 




MP n7Q4^7 f 


9747 


0.015895 


EST(ya49e04 r2 clone 53081 5') 


R 16260 






9751 


.0.032636 


hypothetical protein . 
PLJ20234=AK000241) unnamed 

proiein proaucx,[nornvj scipicribj 


NP_060190 






9759 


0.009388 


DKFZp313l1120_r1 313 (synonym; 
hlcc2) cDNA clone DkFZp313l1 1?0 5', 
mRNA sequence 

/clone=DKFZp31 31 1 1 20 /clqne_endT=5' 

/ug=Hs.277519/len=765 


AL598463 


Hs.277519 


i - • • ■• 
i- 


9774 


0.043799 


cDNA FLJ36605 fis. clone 
TRACH2015316, highly similar to 

VIlVltHIN 1 MM. /CUo— \^DO 1, lO 1 / y 

/gb=AK093924 /gi=21 752883 
/ug=Hs.379100 /len=2665 


AK093924 


Hs:379100 








KiNM polymerase iii suDunii kko^ 
(RPC2), mRNA7cds={54,3455) 
/gbi=NM_018082 /gi=24475856 

/ug=Hs.197642/len=4.102 ': 


KIM OiftOiR9 


ns.,iy/OHZ 


NP_060552 ' 


yoUu 


U.UOD I / / 


to I Iqn iznuz.x I - . , 

Soares_NFL_T_GBC_S1 
IMAGE: 1844499 3") 


MlZ^tUO ID 






yo 1^ 


U.U 1 U^ / ' 


mRMA- f^nKlA nV^pyn*^ 1*^01 049 /frnrn 

rnrxrNiM, cuin/a LJi\rz.pp \o\^ iuhz (irum 
clone DKFZp313C1042) /gb=AL833436 

/ni— 9 17*^/1 07ft /i in— He '^7ftRTO 

/len=2103 




He '^7Rft^Q 




9818 


0 025911 


FST ^znftQpOQ ^1 Stratanpne tuna 
Garcinoma 937218 cDNA clone 
IMAGE:565384 3') 


AA1 27265 






9819 


0.001193 


EST (yq42a05.r1 Soares fetal liver 
spleen 


R94397 






9820 


0.002602 


EST (nk75h03.s1 NCI_CGAP_Sch1 
cDNA clone IMAGE: 1019381 3*) 


AA551135 
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iGenes 


Corresponding To Differentially Expressed Genes in Figure 20 •< 


RA 




Spot 


p-valu 


Description 


Gene 

Accession No. 


Unig ne 
Acc ssion 
No. 


Protein 

Accession 

No. 


982f 


0:03788 


602583204F1 Nl H_MGC_76 cON A ^ 

I/IUIIC l!VI/AOi_.*+/ 1 Uc70 1 Q , |iir\l>IM 

sequence /clone=IMAGE:471 0961 
/clone_end=5' /gb=BG565597 


BG565597 






9827 


0009388 


EST CB H sapiens cDNA Clone 
CBCCHD05 5' 


AV743921 






9836 




Clone iiviAoLi.oDzyyDD, nriKiNM 
/gb=BC005082 /gi=1 3937698 
/ug=Hs.334575/len=1734 


dOUUDUoZ. 


Hs.334575 




9837 


0.018784 


growth differentiation factor 8 ((3DF8), 

mKNA /cas— p 0*fr, IZDI / 

/gb=N M_005259 /gi=48g5258 

/ug=Hs.41565/len=2823 .. ' 


NM_005259 : 


Hs.41565 


NP1005250-; 


9850 


0.025911 


cDNA FLJ 1 1 946 fis. clone ' 
nciviDD luuuf uy. /go— Mivuzzuuo 
/gi— iu*toooz 1 /uy^'rio. ozozo i 
/len=3241 . ' ' 


AK022008 


Hs.323231 




9857 


0.009388 


vesicle-associated membrane protein 5 
(myobrevin) (VAMP5), niRNA 

lCQ^—[DO,H\JO) /gD— INIVI_UUDDo4 

/gN5730111 /ug=Hs.74669 /len=618 


NM_006634 


Hs.74669 


NP_006625 : 


9858 


0.003563 


FL j32223 fis, clone PLACE600431 2 


AK056785 






9859 


0.03788 


FLJ11812 fis. clone.HEMBAl006364 
/cps— uiNr\i\iuvvr^ /go— At\Uzio/4 
/gi^l 0433160 /Ug=Hs.23837 /len=1369 


AK021874 


Hs.23837 




9875 


0.023945 


lieat shock 27kDa protisin 2 (HSI>B2). 

mDMA /r«Ho — /Vn Q\ /riK— MR/I ■ nn-1 f^>1 

nriKiNA /cus— ^ / u,D \o) /gD— Nivi_^uun p4 1 
/gl=4504518 /ug=Hs,78846 /leh=874 


NM_001541 


Hs.78846 


NP_001532^ 


9890 


; 6.56E-04 


FKSG64 (FKSG64) mRNA, complete 
cds /cds=(66,440) /gb=AF3381 99 
/gi= 1 2802898 /ug=Hs. 1 43740 /len=91 6 


AF338199 


Hs.143740 




9891 


0.002096 


isocitrate dehydrogenase 2 (NADP ), 
mitpchondrial (IDH2), nuclear gene 
encoding mitochondrial protein, mRNA 

/COS— ^o/, iH^o) /gD— iNivi uuz loo 

/gi=281 78831 /ug=Hs.5337 /len=1740 


NM^002168 




MP 0091^0 


9903 


0.010277 


hypothetical protein MGC401 57 
(MGC40157). mRNA /cds=(1 06,498) 
/gb=NM_1 52350 /gi=22748758 
/ug=Hs.295362 /len=:1250 


NM_1 52350 


Hs.295362 


NP_689563 
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Genes Cbrr spending To Differentially Expressed Genes in Figure 20 - RA 




Spot 


pTvalue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 
Accession 

No. 


9904 


d;005325 


O-linked rnannoise beta1,2-N- ' 
acetylglucosaminyltransferase 

[rLdZU^if { ), mKlNA /CaS— ( |4Z,Z IZ4| 

/gb=NM_017739 /gi=8923252 
/ug=Hs.183860/len=2737 


NM^017739 


Hs.183860 


NP_0602q9 


990/ 


A f\Af\'7C^ 

U.U4U/01 


glucuronidase, beta (CjubB), mKNA 
/cds=(27, 1 982) /gb=NM_0001 81 
/gi=4504222 /ug-Hs. 183868 /len=2191 


NM_0001o1 


Hs. 183868 


NP^000172 


9909 


0.030249 


clone IMAGc.o2D3531i mKNA 
/gb=BC037740 /gi=22902216 
/ug=Hs.18016 /len=5036 ' 


BC037740 . 


Hs.18016 




99.19 


0.040751 


B-cell receptor-associated protein' 
BAP29 (BAP29). mRNA /ccls;=(47.775) 

/gDr-NM_U1op44 /g 1-9994190 

/ug=Hs.27135/ieh=lb85 


NM_018844 


Hs.27135 " 


NP:^061332 


9940 


0.023945 


BRF2, subunit of RNA polymerase III 
transcription initiation factor, BRFI-like 
(pKrz)i nriKi>iA/cas-(iii,ip(U) 
/gb=NM_.018310 /gi=22035561 
/ug=Hs.274136/len=1978 


NM„018310 


Hs.274136 


NP_060780 , 


yy4i 




ribonucleotide reductase M1 
polypeptide (RRM1), mRNA 
/cds=(233.2611) /gb=NM_001033 
/gi=21071083 /ug=Hs.2934 /len=31 17 


KIR A AA'IAOO 

NM^UUIUoo 


nS.zyp4 


NP_00l024 


9952 


O.OOoDDD 


rLJ00Q23 protein, partial COS 
/cds=UNKNOWN /gb=AK024433 
/gi=1 0440374 /ug=Hs.23450 


A I/AO A 

AK024433 


nS.23450 


NP_071942 


9966. 


0.030249 


chromosome 2 open readirig frame 6 

(02orTo), mRNA /CdS-(184, 834) 
/gb=NM_018221 /gi=8922670 
/ug=Hs.1 96437 7len=2543 


NM^018221 


Hs. 196437 


NP_0606gi 


9967 


0;003663 


cDNA FLJ 13630 fis, clone ; 
PLACE1 01 1 057. /gb=AK023692 
/gi-104oOD9o /ug=rlS,432o/1 
/len=2234 


AK023692 


Hs.432871 


■ :-!r. - ■ . ■ ; ' 


9989 


0,032636 


protein tyrosine phosphatase, receptor- 
type, Z polypeptide 1 (PTPRZ1), mRNA 

/gi=4506328 /ug=Hs.78867 /len=7941 


NM_002851 


Hs.78867 


NP_002842 


9990 


0.025911 


hypothetical protein FLJ23467 
(FLJ23467), mRNA/cds=(103,657) 
/gb=NM_024575 /gl=1 3375749 
/ug=Hs.16179/len=1196 


NM_024575 


Hs.161.79 


NP_07885i 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-va|ue 


P scriptjon 


Gene" 

Accession No, 


Unigene 
Acc. ssion 
No. 


Protein 

Accession 

No. 


idooo 


'0 035177 


Dislta sl66D inducina Deotide 
immunpreaetor, mRNAforOILZ, 
complete cds /cds=(233,637) 
/gb=ABd25432 /gi=1 1 527558 
/ua=Hs 7545Q /lpn=2028 ^=TSC-22 
related protein (TSG-'22R) mRNA, 
complete cds; AF1^3603.1) . 


AB025432 


Hs 75450 


NP_004080 


moo? 




nf rat nadrin ^RlfiHI^ mRNA 
/cds=(71 ,2482) /gb^=NM_01 8054 
/gi=21361735/ug=Hs.14169 /len=3219 


NM 0180*54 

I^IVI ''.\J I \J\J\J^ 


141 RQ 


NP_060524 


10009 


0.047031 


nucleolar protein 61)2 (GU2). mRNA 
/rri<?=Mri8 S>'^?'i\ /nh=NM 094n4'i 
/gl=1 31 29005 /ug=Hs.7392 /len=2575. 


NM_024045 


Hs.7392 ■ 


NP_076950 


: 10026 


0.030249 


dishevelled associated activator of 
morphogenesis 1 (DAAMI), mRNA : 
/cds=h26 3362V /db=NM 014992 
/gi=2ld71076/ug=Hs.197751 
/len=4256 


NM_014992 / 


Hs. 197751 


NP_055807 . 


110033 


0,023945 


hypothetic^i protein FU1 1753 ' 
('FLJ11753V mRNA/cds=M4 832'^ 
/gb=NM_024659 /gi= 13375910 
/ug=Hs.62348/!en=;1868 . , 


NM_024659 


Hs.62348 


NR_078935 


10036 


1.53E^04 


src 3 domain^cdntainlng protein HIP-55 

/gb=NM_01 4063/9^21361669 ■ 

/ug-Hs. 1 83373 /len=21 70 


Niyi_0l.4p63 


Hs. 183373 


NP_054782 ■ 


10049 


api5895 


FIJI 2209 fis, done MAMMA1 000962 
/rds=lJNKNOWisi /ah=AK022271 
/gi=10433630 /ug=Hs.366548 
/len=1239 i ]r 


AK022271 


Hs.366548 




10052 


0.024732 


casein kinase (LOei 49420), mRNA 

/rHc=f?Qn 1 ■^l 'i\ /nh=NM 1 'i^fi'^'i 
/gi=:22779869/ug=Hs.2991 1 /len=4299 


NM_1 52835 


Hs.29911 


NP_690048 


10057 


6.22E-04 


nucleosome assembly protein 1-like 3 
fNAPILS'i mRNA /cds=^265 1785i 
/gb=NM_004538 /gi=21 327709 
/ug=Hs.21365/len=2634 


NM_004538 . . 


Hs.21365 


NP_004529 


10058 


0.014599 


ribosomal protein L36a-like (RPL36AL)", 
mRNA/cds=(95,415) /gb=NM_001001 
/gi=16306559 /ug=Hs.419465 /len=537 


NM_P01001 


Hs,419465 


NP_000992 


10059 


635E-05 


LGN protein (HSU54999), mRNA. 
/cds=(1 74,2207) /gb=NM_01 3296 
/gi=9558734 /ug=;Hs.278338 /ien=2336 


NM_013296 


Hs.278338 


NP_p37428 
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denes Corresptondihg to Differentially Expressed Genes in Figur 20 - RA 




Spot 


p-value ' 


Description 


Gene 

Accession No. ' 


Unigene 

Accession 

No. 


Protein 
Accession 

NO. 


10060 


0.004367 


roundabout, axon guidance receptor. 1 
(Drosophila) (R0B01 ), transcript 
variant 2, mRNA /cds=(964,5802) 
/gb=NM_1 33631 /gi=1 9743805 
/ug-ns.30l 1 98 /len-747D , 


NM_1 33631 


Hs.301198 


NP_598334 








10062 


0;025213 


ubiquitin-like, containing PHD and 
RING finger domains 2 (URF2), 
transcript variant 1, mRNA 
/ccls=(341, 1 852) /gD=NM_1 52306 
/gi=23312361 /ug=Hs.348602 ; 
/len=3720 


NIVIJ 52306 


Hs.348602 


MP RQhA'^R 


10069 


0 022106 


hypothetical protein FLJ20297 
(FLJ20297). mRNA /cds=(111.2507) 
/gb-NM_0 17751 /gi-o92327D . 
/ug=Hs.94491 /len=3682 


NM_017751. ' 


Hs.94491 


NP::060421: 


10081 


0.017288 


CDC5 cell division cycle 5-like (S. ^ 
pombe) (CPCSL); mRNA 
/cas-(i:bU,ZDbo) /gD-NM_UU1iiOo 
/gi=16357499 /ug=Hs.155174 
/Ien=30t2 


NM_PQ1253 


Hs. 1551 74 


NP_001244 


10083 


0.009388 


cDNA FLJ 12874 fis, clone 
NT2Rr200o/o9. /gD-AKu229oD 
/gi=1 043461 3 /ug=Hs.56847 /len-2867 


AK022936 


Hs.56847 




10084 


0.009388 


hypothetical protein MGC11034 ' 
(MGC1 1034), mRNA 'CCiS-(24d, 641) 
/gb-NM_031453/gi=1 3899290 
/ug=Hs.103378/len=3301 , . 


NM_031453 


Hs. 103378 


NP::1 13641 


10085 


2.32E-04 


mRNA for KIAA0931" protein, partial 

cds. /cds=(1,2205) /gb-AB023148 
/gi=4589505/ug=Hs. 173373 /len=61 67 


AB023148 


Hs. 173373 




10087 


0.010277 


cDNA FLJ30064 fis. clone 
ADRGL2000323. /cds=(1 18.516) 
/gb=AK054626 /gi= 16549205 
/ug--ns.1ooo04 /!en-4Uo1 


AK054626 


Hs.188504 




10094 


0.00168 


nuclear factor of kappa light polypeptide 
gene enhancer in B-cells inhibitor-like 
2(NFKBIL2). mRNA /cds=(473.41 32) 

/nh=NM 01 '^4'^9/ni=1S71R771 
/ug=Hs.323834 /len=4501 


NM_013432 


Hs.323834 


MP (T^ftdRn 


10102 


0.020388 


hypothetical protein FLJ23445 ; 
(FLJ23445). mRNA /cds=(44.658) 
/gb=NM_025075 /gi=1 3376622 
/ug=Hs.288151 /|en=963 


NM_025075 


Hs.288151 


NP_079351 
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Gieiies Corresponding To Differentially Expr ssed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession. 
No. 


10103 


'0:01339'4 


eukaryotic translation elpngation factor ' 
1 gamma (EEF1G), mRNA 
/cds=(38,1351) /gb=NM_001404 

i — O / f; '3 y1 7 C: /i i /^ — U e? O t^ti -1 Q/I 

/gi— / D /ug— ns.zpoi o4 
/len=1429 


NM_001404 


Hs.256184 


NP_001395 


10111 


2:66E-04 


ubiquitih-cpnjugating enzyme E2G 2 
(UBC7 yeast) (UBE2G2), mRNA 
/cds=(56,553) /gb=NM_003343 

/-_:_/| C ATTOn l\\r%^\Ar* -IQOQCO OOnA 

/gi-4oU/ /oU /ug-ris.iyzoop /len-rzyuu 


NM_003343 


Hs. 1 92853 


NP_003334 


10112 


0.043799 


COP9 constitutive photomorphogenic 
subunit 5 (Arabidopsis) (COPS5), 
mRNA/Gcls=(121,1125) 
/gb=NM__006837 :/gi=5803045 
/ug=Hs:380969/len=1277 


NM_q06837 


Hs.380969 


NP_00)B828 


lyiou 




1 II U Eli M k-^/^ r>^ \A O I II r--1 

NQLCGAP^Ctl cDNA clone UI-H-EU1- 
bad-c-14-0-Ur 3\ mRNA sequence 
/cione-ui-n-tui-Daa-c- 14-u-ui 
/clpne2.end=3' /gb=BQ447141 
/gi--z liCDUZvJo /ug— ris.44oi \ i 
/len=1032 


DVJ44/141 


U— A AC A H A 

nS.445l11 


i • 
: ■ ■ 


10152 


0.007107 


EST(oa36e0i;Sl NCrCGAP^GCBI 
Clone iiviAot.iou/UD4 contains Alu 
repeat) (low match) 


AA766399 




! 
! 


10170 


0.013394 


EST (ts95al0.x1 NCI_CGAP_GC'6 
cDNAclone IMAGE:2239002 3") 


AI635513 






iyi // 


0.02oU1 


bb 1 

Soares_isenesceht_fibrpblasts_NbHSF 

cDNA clone I1\/1AGE:323750 3* 


W44po4 




■ ' 1 ■ 


10178 


0.010277 


EST382135 MAGE resequences, 
MAUK cUNA, mKNA sequence 
/gbf=AW970055/gi=81 59900 ; 
/ug=Hs.324815/len=764 


AW970q55 


Hs.324815 


• . ' ' ' • 


10180 


0.02801 


WW45 protein (V\AA/45), mRNA 
/cds=(339,1490) /gb=NM_021818 
/gi— ipooyyio./ug--ns.4ooyuo 
/len-3031 


NM_021818 


Hs.288906 


NP_068590 


10186 


0.047031 


transmembrane 4 superfamily member 
6 (TM4SF6), mRNA /cds=(1 04.841) 

/n h=:M M nn'^OTn /ni=9 1 9R*^ 1 1 
/yu— iNivi \j\jo^i\J /yi-^id \cSji\j 1 1 vJ 

/ug^Hs 121068 /len=2069 


NM_003270 


Hs. 121 068 

0 


NP^003261 


10206 


0.043799 


RAB6A, member RAS oncogene family 
(RAB6A), mRNA /cds=(427, 1053) 
/gb=NM_002869 /gi=1 9923230 
/ug=Hs.5636 /len=3079 


NM_002869 


Hs.5636 


NP_g02860 



/ 
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Genes Corr spending To Diff rentially Express d Genes In Figure 20 - RA 




Spot 


p-vaiue 


Pescription 


Gene 

Acc ssion No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


10212 


0.017288 


EST(ye51h07;si Scares fetal liver 
spleen 1 NFLS clone IMAGE: 121 309 3': 
similar to contains Alu repetitive 
element;contains L1 repetitive element) 


T96639 






10219 


0.02801 


chemokine-like factor super family iS 
(UKLrbho), mKNA /CClS=(1Uo,bby) 
/gb=NM::^017801 /gi=8923369: 
/ug=Hs.380627 /len=1904 


NM_017801 


Hs.380627 


NP^06027t 


10229 


0.017755 


complement C1r-like proteinase 
precursor. (LbC51279)VmRNA 
/CClS-(1o,14oT) /gD-NM_0lD04D 
/gi=77p6082 /ug=Hs.98571 /len=3345 


NM_016546 


Hs.98571 


NR_057630 


10240 


0.007107 


hypothetical protein DKFZp586C1 924 
(DkFZp586C1 924), mRNA 
/CdS-^( 106,693) /gD-Nlvl_032273 
/gi=14150016 /ug=Hs.108338 /len=782 


NM_032273 


Hs. 108338 

■■ • : 


NP^1 15649 ^ 

•* 


10266 


Q.0172S8 


EST yi39c07.si Scares placenta 
Nb2HP cDNA clone IMAGE; 141 612 3' 
similar to contains Alu repetitive 
element; 


R69076 






10267 


0r047031 


BXi 14194 Scares melanocyte 2NbHM; 
gDNA clone IMAGp998J 14570. mRNA 
sequence . , ' ■ - 
/clone=IMAiGp998J14570jJMAGE:26 
1229/gb=BX1i4194/gi=27838661 
/ug=Hs. 1 76420 /len=687 


BX114194 


Hs:i76420: - 




10276 


0.00587 


Hypdthetical'protein(cDNA sequence 
hLJ113T1 Tis, clone PLACE1010102) 
(=cDN A sequence DKF2:p566J2146) 


AK002173 




NP_689971. 




□,007807 


7po0e11,x1 NCI_CC3AP_Lu24 cDNA 
clone IMAGE:3231 692 3', mRNA 
sequence /clone=IMAGE:3231692 
/elone_encl=3' /gb=BE550231 
/gi=9791 923 /ug=Hs.28201 3 /len=550 


BE550231 


Hs.282013 






O.U4y/i? 1 


bol (/OooaUb.Xl iNIUI_0(jpAr_KlCl1 1 
cDNA clone IMAGE:3642898 3') 


BF 197462 






10286 


0.003563 


Similar to cell death activator CIDE-3, 

Clone IVIoO.OU/4o IMAot.OZU4/ /O, 

mRNA. complete cds /cds-(432,617) 
/ug=Hs;432698 /leh=1832 


BC043599 


Hs.432698 . 




10287 


9.43E-04 


EST (ye08g06.r1 Stratagene lung 
(#937210) eDNA clone IMAGE:117178 
5') 


T87941 






10292 


0.002337 


EST (qn52a04.x1 Npl_CGAP_Kid5 
IMAGE: 1901 838 3') 


AI302546 
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G nes Correspondinq To Diff rentially Express d Genes in Figur 2d- RA ~ 




Spot 


p-va|ue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 
Accession . 
No. 


10295 


0.040751 


EST(hi6Ta05.x1 

Soares_NFL^T_GBe_S1 cDNA clone 
IIVlAGE. 2976752 3 ) 


AW631139 






10312 


0.033876 


TATA box binding protein (TBP)- 
associated factor, RNA pplynnerase 1, 
A, 48kDa (TAFIA), transcript variant 1, 
mRNA/cds=(190,1542) 
/gb=NM_005681 /gi=21 536363 
/ug=Hs.1 53088 /len=1 893 


NM_0P5681 


Hs; 153088 


KID C/ITCnO - 


10313 


0.001339 


UI-E-Cllragfrh-OS-O-Ul.ri UI-E-CI1 
cDNA Clone Ulr&C1 1 -agf-h-05-0-UI 5', 
mRNA sequence /clone=UI-E-CI1-agf-h 
OS-OrUI /clone_ena=5 /gb=BM705313 
/di=1 901 8571 /ug=HW406335 
/len=1200 


BM705313 


Hs.406335 


■ ' ' ■ , ,. 


10324 


5.79E-04 


HNC49.1^E8;R HNC Normal Cartilage) 
cDNA, mRNA sequence 
/gb=BG929317 /gi=14323840 
/Lig?Hs,2442o3 /len=755 


BG929317 


Hs 244283 




10325 


o:ooi5oi 


EST IL2-UM0076^l30500-084-A01 

Ulvl0076 cDNA 


AW802834 


" 




10330 


p.004367 


EST xa58b09,,x1 NCI_CGAP^HSC2 
CDNA Clone IMAGE:2570969 3 similar 
to contains Alu repetitive element; 


AW073612 






10343 


0.008566 


cDNA FLJ i 4028 fis, clone ■: ^ 
HEMBA1 003838 


AKO24O90 






10352 


2.32E-04 


EST RC2-HT0977-211100-018-b02 
HT0977CDNA 


BF837494 






10353 


0.039408 


EST (clone MGC:8720 
|MAGE;3868798 /cds=(12.431) 


BCpn 369.1 




AAH 11 369.1 


10354 


:3.04E-04 


EST (cni2g10.xi Normal Trabecular 
Bone Cells H sapiens cDNA clone 
N HTBC^cn 1 2g 1 0 ra ndom ) 


AI751952 




NP_037359 


10355 


0.018784 


selenoprotein H (SELH), mRNA V 
/cas=(243,611) /gb=NI\/l_1 70746 
/gi=25014108 7ug=Hs.290874 /len=834 


NM J 70746- 


Hs.290874 


NP_734467 


10357 


0.040751 


ribosomal protein L23 (RPL23), mRNA 

/cds=(27,449) /gb=NM_000978 

/gi— i4oynyUf /ug— ris.zo4oio /len— 4yo 


NM_000978 


Hs.234518 


NP_000969 


10358 


0.003947 


cDNA, 5' end /clone=ll\/IAGE;4148900 

/clone_end=5' /gb=BF342391 

/gi=1 1289392 /ug=Hs.30469 /len=803 


BF342391 


Hs.30469 


NP^055313 


10361 


0.040751 


Est (zf66a10.s1 Scares retina N2b4HR 
IMAGE:381882 3*) 


AA058771 
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Genes Correspondinq To Diff rentialiy Expressed G nes in^Rgure 20 -^F^ 




Spot 


p-value 


D scription 


Gene 

Accession No, 


Unigene " 

Accession 

No. 


Protein . 

Accession 

No. 


10363 


0.002337 


Similar to RIKEN eDNA 23l0026P19 
gene, elone MGC49935 
IMAGE:6175382, mRNA, complete cds 
/cdsi=(28a.3329) /gb=BC043352 
/gi-276941 13 7ug=Hs.35096 /len=59db 


BC043352 


Hs.35096 
• 




10364 


0.035177 


EST (QV3-NN1023-130500-178-g10 
NN1023) . 


AW9p2437 






10367 


0.004367 


hypothetieal protein Be00951 8 ■ 
(LOC90799). mRNA /cds=(59.2524) 
/gb=NM^1 38363 /gi=1 9923898 

/ug=Hs. 1 35265 /len=2705 


NM_f 38363 


Hs. 135265 




10390 


0.001878 


EST (tf13a08.x5 NGI_Ci3AP_Brn23 
cDNA clone IMAGE:2096054 3') 


AI939444 






10392 


0.002096 


ribosomal protein, large, P1 (RPLP1), 
mRNA /cds=( 1 30i474) /gb=NM_001 003 
/gi=1 6905511 /ug=Hs.424299/len=512 


NM_.0dlQP3 


Hs.4?4299 

- • .i - . 


NPJ)00994 V 


10397 


0.012276 


maternal GlO transcript (G10), mRNA 
/cds={380,814) /C|b=NM_0b391G 
/gi=4503836 /ug=Hs.380233 /len=;1003 


NM_003910 -- _ 


Hs,380233 


l>lr__UUoyU 1 


10400 


0.001062 


EST (602616324F1 NIH MGG 79 
cDNA clone IMAGE;4730333 5') 


BG619143 






10401 


7.41 E-04 


EST (CIpntech human aorta pbjyA 
mRNA (#6572) cDNA clone GEN- 

041E02 5') 


C14262 






10403 


0.023945 


Wb40b11.x1 N0I_CGAP_GG6 cDNA 
clone IMAGE;23p8125 3', mRNA 
sequence 7clone=IMAGE:23081 25 
/clone end?3 /gb=AI652865 
/gi=4736844 /ug==Hs,374238 /len=598 


AI652865 


Hs.374238 




10436 


0,032636 


Indian hedgehog (Drdsophila), clone 
MGC:34815 IMAGE:5182642, mRNA. 
complete cds /cds=(74,955) 
/gb=BC034757 /gi=21961329 
/ug=Hs.1 15274 /ien=1 760 . 


BC034757 


Hs.115274 




10437 


0.017288 


U 1 - H -E 1 1 -aze-c-02-0- U 1 . s T 
NCLCGAP_EI1 cDNA clone 
IMAGE:5847481 3', mRNA sequence 
/clone=IMAGE:58474o1 /c!one_ena=3 
/gb=BQ003590 /gi=19728490 
/ijn=H<5 9QfiQ8 /Ipn=l661 


BQ003590 


Hs.29698 




10439 


0.017288 


Clone IMAGE:4157625, mRNA 
/gb=BC033767 /gi=22832873 
/ug=Hs.271450 /len=1515 


BC033767 


Hs.27i450 




10469 


0.003563 


EST(hh87d09.x1 NCI_Ci3AP_GU1 
ePNA clone IMAGE:29697-77 3') 


AW627547 
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Genes Corresponding to Differentially Expressed Genes in Figure 20 - RA 




Spot 


p^-value 


Description 


Gene 

Accession No, 


Unig ne 

Accession 

No. 


Prot in 

Accession 

No. 


10466 


0.001878 


gDNA, 5" end /clone=IMA.GE:4592424 
/clohe::.end=57gb=BG4p0792 : " 
/gi=1 3294240 /ug=Hs.83286 /len=973 


BG400792 


Hs.832.86 


NP_7 14916 


10467 


4.50E-04 


cDNA. 3" end /clone=IMAGE:826617 
/clpn^nd-S' /gb=AA521497 
/gi-2262040 /ug=Hs.272095 /len==657 


AA521497 


Hs.272095 


NP_^690601: 


10491 


0,017288 


UI-H-DHO-aul-j-lO-:0-Ul.s1 ^ ' 
NCI_CGAP_DH0 cDNA clone 
IMAGE:587T081 3', tnRNA sequence 
/elorie=IMAGE:5871 081 /c|one_end=3'- 
/gb=BM994461 /gl==19719362 
/ug=Hs.434057 /len=2059 ' 


BM994461 


Hs.434057 




10496 


0:011238 


zh69e06'sV ^ .;V : j 
Soares_.fetaLliver_sp|een_1NFLS_S1. 
cDNA clone IMAGE.417346 3", mRNA 
sequence/clone=IMAGE:417346 
/clone_end=37gb=W891 92 
/qi=1404504 /ug=Hs.194238 /len=471 


W89192 


Hs. 194238 


- r 


10497 


0.005898 


UI-H-£DF0Tbek-n-06-0-Ul.s1 ' 
NCI_CGAP_DFO cDNA clone UI^Hi^DFO 
bek-n-06-O-UI 3', mRNA sequence ' 
/clorie=UI-H-DF0-bek-n-06-0-UI ■ 
/clone_end=3' /gb=CA426336 
/gi?^4789062 /ug=Hs.2b30p /len^ioep 


CA426336 


Hs.20300 




10504 


0.025911 


AGENCOURT_8152128 
Lupsiki_dorsal_rpot_ganglion cDNA 
clone IMAGE:61 84005 5', mRNA 

sequence /clone=ll\/lAGE:61 84005 
/clone_end=5' /gb=BU145410 . 
/gi=22658942 /ug=Hs.30444p 7ien=889 


$0145410 


Hs.304440 




10506 


0.018784 


K^EST0187941 Ll4ChoiCK0 cDNA 
clone L14ChoiCK0-30-C05 5', mRNA 
sequence/clone=L14ChoiCK0r30-C05 
/clpne_end=57gb=CB1 35678 
/gi=28102621 /ug5=Hs.435110 /len=419 


CB1 35678 


Hs.435110 




10509 


0.009388 


UI-H-DF0-bek-k-02-0-U|.s1 
NCI_CGAP_DR0 cDNA clone UI-H-DFO 
bek-k-02-0-Ur3*, mRNA sequence 
/clone=UI-H-DF0-bek-k-02-0-UI ■. 
/clone_end=37gb-CA426088 , 
/gi=24788814 /ug=Hs.2851 74 
/len=1052 


CA426088 


Hs.285174 
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Genes Corresponding To Differentially Expressed Gen s in Figure 20 - RA 




Spot 


prvalue 


Description 


Gene 

Accession No. 


Unigene 
Acc ssion 
No. 


Protein 

Accession 

No. 


10511 


0.011238 


cDNA FLJ34603 fis, clone ; 
KIDNE2013388. /gb=AK091922 
/gi=21 750400 /ug=rHs.304l30 
/len-1992 


AK091922 


Hs. 304 130 




10512 


0.043799 


POLY A 








10518 

y 


0.015895 


U l-H-E1 1 -ayz-p-1 0-0-UI .si 
NCLCGAP_EI1 cDNA clone 
IMAGE:5845881 3', mRNA sequence 
/clone=IMAGE:5845881 /clone_end=3' 
/gb=BQ006715/gi=19731615 
/ug-Hs.29088 /len=1062 


BQ006715 


Hs.29088 




10520 


0.005325 


ribdsomal protein L35a (RP'L35A), 
iTiRNA /cdsi=(74.406) /gb?:NM_6ob996 
/gi=161 17796 /ugi=Hs.288544 7len=51 1 


NM^000996 


Hs.288544 


NP_000987 


10535 


0.014599 


heterogeneous nuclear 
ribonucleoprotein U (scaffold 
attachment factor A) (HNRPU), . 
transcript variant 1 , nnRNA 

/cds=(218,2692)/gb=NM_031844 
/gi=14141162 /ug=Hs.103804 
/len=3500 


NM_031844 


Hs. 103804 : 


NPJ 14032 


10536 


0.011238 


nascent-polypeptide-associated 
complex alpha polypeptide (N^CA), 
mRNA /cds=(26,673) /gb=NM_005594 
/gi=5031 930 /ug=Hs.32916 /len=797 


NM_005594 


Hs.32916 , 


NP1005585 


10539 


2.32E-04 


ribosomal protein, large, PI. (RRLP1), 
mRNA /cds=(1 30,474) /gb=NM 001003 
/gi=1690551 1 /ug=Hs.424299 /len=512 


NM_001003 


Hs.424299 


NP_000994 " 


10544 


0.003183 


hypothetical protein LOCI 53339 
(LOCI 53339), mRNA /cds-(2 1,239) 
/gb;=NM_1 74909 /gi=28372532 
/ug=Hs. 374538 /len=726 


NM_1 74909 


Hs,374538 


Np_777569 


10547 


0.030249 


mRNA; cDNA DKFZp564B032 (from 
clone PKFZp564B032) /gb=AL049975 
/gi=4884225 /ug=Hs.274510 /len=1943 


AL049975 


Hs.274510 




10551 


0,007107 


EST(cDNA clone IMAGE:8l4978 3' 
similar to TR:E91737 E91737 
KbVbKot TKANoOKIr 1 Abb 
HOMOLOG {LI REPETITIVE 
ELEMENT} ;contains LI. t1 L1 repetitive 
element ; ) 


AA465709 






10555 


0.015895 


clone IMAGE:5001859, mRNA 
/gb=BC040072 /gi=25303948 
/ug=Hs.194051 /|en=3016 


BC040072 


Hs. 194051 
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Genes Corr sponding To Differentially Express d Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Acces$ion No. 


Unigene 

Accessiorf 

No. 


Protein 

Accession 

No. 


10558 


0.017288 


ESTs, cdNA /clone=IMAGE: 1 372579 
/gb-AA833868 /gi=2908636 
/ug=Hs. 1 56300 /|en=495 


AA833868 


Hs. 156300 




10568 


0.032636 


UI-E-E01 -ajd-j-06-0.Ul.s1 UI-E-E01 
cDNA clone U|-E-EO1^ajd.j-06-0-yi 3'. 
mRNA sequence /clone=Ui-E-E01-ajd-j 
P6-0-UI /clone_end=3' /gb=BM683224 
/gi=1 8993120 /ug=Hs.4451 52 
/len=1041 


Biy|683224 


Hs.445152 




10574 


0.022802 


cDNA FLJ38300 fis, clone 
FCBBF3017288; /gb-AKd95619 
/gi=21 764917 /ug=Hs.34969 /lQn=3695 


AK095619 


Hs. 34969 




10583 


002801 


AV700930 GKC cDNA dope . 
GKCBRB12 3', mRNA sequence 
/clone=GKCBRB12 /clone end?3' 
/gb=A\/70d930/gi=1 0302901 
/ug=Hs.285894 /len=746 


AV700930 , 


Hs.285894 




10593 


0.002893 


twisted gastrulation i (Dfosophila) 
(TWSG1 ), mRNA /eds=(1 06.777) 
/gb=NM_020648/gi=21 314788 
/ug=Hs.247302 /leh=3693 


NM_020648 . 


Hs.247302 


NP_065699 


10594 


0.012276 


y I-H-EZ1 -bbh-j^1 5-p-U.I .si 
NCI_GGAP_Ch2 cDNA clone UI-H-EZ1- 
bbh-j-15-O-UI 3'. mRNA sequence 
/clone=UI-H'EZ1 -bbh-j-1 5-0^U| 
/clone_end=3' /gb=BQ575990 
/gi=21479307 /ug=Hs.445509 
/len=1032 ^ - 'i. 


BQ575990 , 


Hs.445509 




10599 


0.035177 


EST(cDNA clone IMAGE:5402358 5' ) 


BI868276 




NP 003109 


10600 


0.017288 


EST{cDNA Qlone IMAGE:429436 3' 
similar to contains LI .t1 LI repetitive 
element ; ) 


AA007616 






10603 


0.009388 


eul^aryotic translation elongation factor 
1 alpha 1 (EEF1A1),mRNA 
/cds=(63,1451) /gb=NI\/l_001402 
/gi=25453469 /ug=Hs.4221 18 
/len=1837 


NM_001402 


Hs.422118 


NP_001393 ' 


10610 


0.002337 


cDNA, 3' end /cione=l MAGE: 3476408 

/clone_end=3' /gb=BF058813 

/gi=1 0812709 /ug=Hs.31 931 2 /len=382 


BF058813 


Hs.3i9312 


NP_d01454 






cuinA rLJoijoOii lis, Clone 
PERIC2000473. /gb=AK096701 
/gi=21 756253 /ugsHs.293799 
/len=2425 


AKUSO/UI 


11-, 000700 




10621 


0.009388 


EST (383946 MAGE resequences 
MAGL) 


AW971857 






J-0626 


_0.006463 


EST(cDNA clone- IMA.GE:4775876-5* ) - 


BG740f83— — 




NP-d78806— 
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Genes Corresponding To Differentially Express^ Genes in Figure 20 - RA 




Spot 


p^value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


10628 


0.018784 


ESTs, cDNAv S'end ' 
/Glone=IMAGE:565677 /clone_end=3' 
/gb=AI732476 /gi=5053583 
/ug=Hs.191157/len=596 


AI732470 


Hs.191157 




10633 


0:032636 


Ui-E-CL1-afa-h^O2i0-Ui.r1 UI-E-.CL1 
cDNA clone UI-E-CL1-afa-n-02-0-UI 5', 
mRNA sequence /<Dlone=UI-ErCL1'afaT 
n-G2T0TUI /clpne_endF5' 
/gb=BM696235 /gi= 19009493 
/ug=Hs.446332 /len-1366 . 


BM696235 


Hs.446332 




10634 


0.020388 


7b59h11.x1 NCI_CGAP_,Lu24 cDNA 

clohe' IMAGE:3232581 3'; mRNA 
sequence /clpne=iMAGE:3232581 
/clone_ehd=3* /gb=BE550855 
/gi=9792547 /ug=Hs.282143 /!en=537 


BE550855 


Hs 282143 


• ' ■; ' ' " 


10636 


0.005325 


cDNA FU1 3571 fis, clone 
PU^CE1 008405.:/gb^AK023633 
/gi-10435617/ug=Hs.1 16278 . 
/Ien=2484 :> - . - 


AK023633 


Hs.116278 




10642 


3.47E-04 


HSC3IC021 normalized Inifahtbrajri:'' 
cDNA cDNA clone c-3ic02 


F13068 






10645 


0,014599 


qp48e07.x1 NCLCGAP_Co8 cDNA 
clone IMAGE: 1926276 3' similar to 
gb:X56411 rha1 ALCOHOL 
DEHYDROGENASE CL^SS II Pj 
CHAIN mRNA sequence . 
/clone=IMAGE.1926276/c'lone_erid=3' 
/gb=AI346102 /gi=4083308 
/ug=Hs. 1 93566 /len=7 18 


AI346102 . 


Hs.193566 


I 

1 ' 


10648 


0.002337 


EST, cDNA, 3' end 

/cione=IMAGE:5843665 /clone^end=3' 
/gb=BQ002644 /giil9727544 
/ug=?Hs.364307 /jen=762 . 


BQ002644 


Hs,364307 




10668 


0.022106 


UI-H-FH1-bfh^g-05-0-Ul.s1 
NChCGAP_FH1 cDNA clone UI-H-FH1 
bfh-gr05-0-UI 3', mRNA sequence 
/clone=UI-H-FH1-bfh-^-05-0-Ul 
/clone_end=3' /gb=BU618251 
/gi=23284466 /ug=Hs.396671 
/len=1126 


BU618251 


Hs.396671 




10679 


0.003563 


EST(cDNA clone II\/IAGE:3698005 3' ) 


BF593414 , 




NP 598411 


10683 


0.018784 


EST388886 MAGE resequences, 
MAGO cDNA, mRNA sequence 

/gb=AW976777 /gi=816801 1 
/ug=Hs.223578/len=519 


AW976777 


Hs.223578 




10684 


0.007807 


EST(cDNA clone IMAGE:4090855 3" ) 


BF447403 




NP 002806 


10710 


0.030249 


No significant match 


SEQ.lD.No.46 






.1.0.722 


_9..43Ez04 


Novel,-ORF.^3{250=-456),^2(332~499) * - 


SEQ.IDtNo.98- 
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Gen s Corresponding to Differentially Expressed Gen^^^^ 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


10723 


0.002602 


No significant match 
(ORF;+2:332~437M07]) 


SEQ,lD.No.15 






10729 


0.001878 


myc-inducecl nuclear antigen, 53 kDa 
(MINA53), transcript variant 2, mRNA 
/ccls=(214,1608) /gb=NM_032778 
/gi=2334641 7 /ug=Hs.23294 /len=2221 


NM_032778 


Hs.23294 


NP_1 16167 


10746 


0.008566 


Ivio significant match 

(ORF:+3:69~302[2341) . 


SEQ.ID.No.27 


•• 


:■" ■ 


10779 


0.018784 


EST (ADB cDNA clone AD BAKA02 5') 


AV704531 






10787 


0.0d6463 


cDNA FLJ37147 fis. clone 
BRACE20253i6, weakly sinnitar to.. 
tRNA-splicing iendoriuclease subuhit. 

/cds=(26.559) 7gb=AK694466 
/gi=21753534/ug=Hs.420088 . 
/Ien=1738 


AK094466 


Hs.420088 


.i , 

J. 


10797 


0.040751 


EST (366564 MAGE resequerices - 
MAGC) • • : : ' ! 


AW954494 






10798 


0.013394 


EST(ta16g05.x1 NC|_GGAP_Lym5 
IMAGE:2044280 3')' 


AI471814 






10799 


0.012276 


CPNAFLJ11934 fis, clone 
HEMBB1 000510. /gb=AK02:i 996 
/gi=1 0433305 /ug=Hs.261699 
/Ien=2599 - .■ • ',: ' ' -: 


AK021996 


Hs.261699 




10802 


0.023945 


cDNA FLJ39992 fis. clone 
STOMA2001 025, moderately similar to 
RNA:.binding protein (RBMS3) mRNA 
/gb=AK097311 /gi=21757015 
/ug=Hs. 126083 /ien=1490 


AK097311 


Hs.126083 




10804 


0.009388 


EST (yr74ei 1..s1 Soares fetal liver 
spleen 1NFLSIMAGE:21 1028 3') 


H65780 






10805 


0.002893 


EST(ak84d11.s1 Barstead spleen 
HPLRB2 cDNA clone IMAGE:141458i 
3' similar tocqhtains MER10,t3 MER10 

repetitive element) 


AA845289 






10807 


0.030249 


methyltransfefase like 3 (METTL3), 
mRNA /cds=(87.1829) /gb=NM_019852 
/gi=21 361 826 /ug=Hs.268149 
/len=1959 


NM_019852. 


Hs.268149 


NP_062826 


10810 


2 32E-04 


EStnp88f03:$1 NCI_CGAP_Thy1 
cDNA clone 1 MAGE: 1 1 33405 


AA632906 






10811 


0.010277 


EST from clone 208499, full insert 
/gb=AL355688 /gi=7799136 
/ug=Hs.6655/len=1831 


AL355688 


Hs.6655 




10815 


0.003213 


hypothetica 1 protein FL J 1 32 1 3 
(FLJ13213j, mRNA /cds=(234,1670) 
/gb=NM_02475:5 /gi=1 3376087 
/ugs;Hs.33«28:/len=2617- - — 


NM_024755 


Hs.331328 


NP_079031 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


G ne 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


10816 


0.017755 


hypothetical protein FLJ1 0769 
(FLJ10769), mRNA/cds=(15.1 187) 
/gb=NM_018210 /gi=8922653 
/ug=Hs.8083 /len=2659 . 


NM-018210 


Hs.8083 - 


NP_060680 


10819 


0;002337 


EST (integral membrane protein 2A, 
clone IMAGE:4149910, mRNA) 


BC010511 




NP_,004858 


10820 


0,00587 


hypothetical protein MGe39497 
(MQC39497), mRNA7cds=(9.770) ' 
/gb=NM_1 52436 /gi-22748922 
/ug=Hs.406728 /len=1745 


NM^152436 


Hs.406728 


NP^689649 


10825 


0.014599 


ribosomal protein L13 (RPL13). 
transcript variant 2, mRNA 
/cds=(238.873) /gb=NM 033251 
/gi=15431294/ug=Hs.43i392 : 

/Ien=l296 • 


NM_033251 


Hs.4.31392 


NP^150254 


10835 


0.018784 

**.. 


UI-1-Belp-ati-g-12-P-Ul.s1 
NCI_CGAP_PI3 cDNA clone UIt1-BC1p 
ati-g-12-O-UI 3', mRNA sequence 
/clone=LII-1 .BC1 p-ati-g-1 2-0-UI 
/clone_enci=3' /gb=BCip11970 
/gi=19736871 /ug=Hs.28625/len?=1149 


BQ011970 


Hs.28625 


' ■ _ . ■ . - 


10836 


0.030249 


EST (nj28d04.s1: Nei_GGAP_AA1 
cDNA clone ll\/IAGE:993799 3") 


AA600996 






10837 


0.014599 


cpNAFLJ10878 fis. clone 
NT2RP400i 893. highly, similar to 
mRNA; cDNA DKFZp564O043 
/gb=AK001740 /gi=7023l9l 
/ug=Hs.15144/len=2599 


AK001740 


Hs. 15144 


NP_064715 


10839 


0,003563 


calcium binding protein Cab45 
precijrsor {Cab45), mRNA 
/cds=:(294, 1 340) /gb^NM_01 6547 
/gi=7706572 /ug=Hs;42806 /len=2092 


NM_016547 


Hs.42806 


NP^057631 


10840 


0.017288 


hypothetical protein RLJ1 1292 
(FLJ1 1292), mRNA /cds=(151 ,615) 
/gb=NIVI_018382 /gi=8922980 
/ug-Hs,272246 /len=1948 


NM^018382 


Hs.272246 


NP_060852 


10841 


7.41 E-04 


zinc finger protein 306 (ZNF306), 
mRNA/cds=(149,1765) 
/gb=NM_024493 /gi=24308296 
/ug=Hs.66774 /len=2242 


NM_024493 


Hs.66774 


NP_077819 


-I r\ o c 


0.047031 


EST xr58h08.x1 NCI_CGAP Ov26 
cDNA clone IMAGE:2764383 3' 


AW303034 






10873 


0.002893 


601156470F1 NIH_MGC_21 cDNA 
clone liy/IAGE:3140104 5', mRNA 
sequence /clone=IMAGE:31401 04 
/clone_end=5' /gb=BE279006 
/gi=91 53993 /ug=Hs;444551 /len=549 


BE279006 


Hs.444551 


^ 
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No. 


10875 


0,047031 


cDNAFLJ39179 fis, clone 
OCBBF2004147. /gb=AK096498 

/gi=21 75601 0/ug=Hs. 104935 
/len=2760 


AK096498 


HS. 104935. 




10877 


0.02801 


AGENGOURt_6531719 
NIH_,MGC_124 cDNA clone 
IMAGE:5732630 5';, mRNA sequence 
/clone=IMAGE:5732630/clonei.end=5' 
/gb=BM547886./gi=1 8782032 , 
/ug=Hs.355559 /len=1182 ' 


BM547886' 


Hs.355559 




10878 


0.01 p277 


mRNA; CDNA DKFZp762N 1910 (from 
dope DKFZp762N 1 91 0) /cds=(1 ,1 892) 
/gb=AL834470 /gi=?21740235 
/ug=Hs.406377/!en=2617 , . 


AL834470 


Hs.406377 




10882 


0.02801 


protein phbsphatase 1 , regulatory " ' 
(inhibitor) subunit 3C (PPP1R3C), 
mRNA /eds=(58,101 1) /gb=NM_005398 
/gi=21 314622 /ug=Hs.303090 

/len=2524 '• :/ ' ' 


NM_P05398; 


Hs.303090 


NP1.PP5389 


10887 


0.018784 


EST(CIT-HSP-2366I22.TF CIT-HSP 
genomic clone 2366122) 


AQ078010 






10889 


0.032636 


hypothetical protein MGC1 0854 
(MGC10854), mRNA /cds-(1 35,1631) 
/gb=NM_032300 /gi=14:1 50055 : ; 
/ug=Hs.22222 /len=2G99 


NM_0323PP 


Hs.22222 


NP_1 15676 


10891 


0040751 


EST(yh69b07.i-1 Scares placenta 
Nb2lHP cPNA cl6helMAGE:1 34965 5" 
similar to contains Alu repetitive , . 
element) 


R31623 ' 






10900 


0:047p31 


UI-1 -BC1 p-asx-hM32^0^UI .si ' 
NCI_CGAP_PI3 cDNA clone UI-1-BC1p 
asx-h-02-O-Ui 3', mRNA sequence 
/clpne=Ui-1 -BC1 p^asx^h-02-O-UI 
/clone_end=3' /gb=BQ0127p8 
/gi=19737609 /ug=Hs.191900 /len=590 


BQ012708 


HS.19190P 




10901 


0.047031 


CGR4-N0T transcription complex, 
subunit 7 (CNOT7), transcript variant 1, 
mRNA /cds=(340, 1128) 
/gb=NM 013354 /gi=17978498 
/ug=Hs.380963 /len=2653 


NM_013354 


Hs.380963 


NP^473367 


10909 


3:47E-04 


EST (MR1-SN0062-100500-002-g03 

SN0062CDNA) 


AW86848P " 






10916 


5.79E-04 


EST(UI-HF-BN0-aln-e-12.0-Ul.r1 
NIH_MGG_50 gDNA clone 
!MAGE:.3P80182 5') 


AW5048P4 




NP_P6P179 
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No. 


10917 


0 012276 


activated RNA polymerase II 

transcription Gofactor 4 (PC4), mRNA 
/cds=(57,440) /gb=NM_006713 
/gi=1 9923783 /ug=Hs.349506 
/len=1336 


NM_0O67l3 


Hs:.349506 


NP_006704 


10925 


6.56E-04 


clone iMAGE;4401491, mRNA 
/gb=BG01 5388 /gi=21 955390 
/ug=Hs.380349/len=1881 


BCP15388 


Hs.380349 




10935 


0,043799 


ribosomal protein S20 (RPS20), mRNA 
/cds=(128,487) /gb-NI\/l^001023 ■ 
/gi=14591915 /ug=Hs.8l02 /len=539 


NM_001023 


Hs.8102 


NP^P01P14 


10943 


9.43E-04 


mRNA; cDNA DKFZp547K09l8 (from 
clone PKFZp547K091 8) /gb=AL832566 
/gi-21733141 /ug=Hs.271324 
/len=1883 


AL832566 


Hs.271324 




10949 


7.41 E-04 


yo73e02.s1 Scares breast 3NbHBst 
cDNA clone IMAGE:183i578 3'. mRNA 
sequence /clpnei=IMAGE: 1 83578 
/clone_end=3' /gb=H44042 /c|i=920094 
/ug=Hs.391565/len=417 ■; 


H44042 


Hs.391565 




10959 


0.035177 


7p65g03.x1 NCI_CGAP_Pr28 cDNA 

clone;iMAGE:3650861 3', mRNA ^ 

sequence /clone=lMAC3E:3650861 

/clone_end=37gb=BF436898 

/gi=1 1449213 /ug-Hs.213352 /len=426 


BF436898 


Hs.213352 




10976 


0.013394 


jn56e04.x1, HR85 islet cDNA clone 
IMAGE:6126055 3', mRNA sequence 
/clone=|MAGE:61 26055 /clone_end=3' 
/gb=BU784825 /gi=23830229 
/ug=Hs.442^71 /len=548 


BU784825 


Hs.442971 




10980 


0;02801 


ESTs, cDNA, 3' end 
/clone=IMAGE:i404727/clone_end=3' 

/gb=AA845360/gi=29331 19 
/ug=Hs.42366 /len=566 


AA84536P 


Hs.42366 


: . , ...^ .... 


10984 


0.025911 


ESTs, cDNA, 3' end 
/clone=IMAGE:2385007/clone_end=3' 

/gb=AI796655 /gi=5362118 
/ug=Hs.132315/len=516 


AI796655 


Hs. 1323 15 




10985 


0.043799 


E1 B-55kDa-associated protein 5 (E1B- 

r\r^ij)f U ai loUl ipi Val Idl 11 1, lllixIN/A 

/cds=(1 74.2744) /gb=NM_007040 

/gi=21536325/ug=Hs.155218 

/len=3872 


NM_007040 


Hs.1 55218 


NP_653335 
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Spot 
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Accession No. 


Unigene 
Accession 

No. 


Protein 

Accession 

No. 


10987 


0.02801 


IMAGE:20q75 Soares infant brain 1NIB 
eDNA clone IMAGE:20075, mRNA 
sequence /clone=IMAGE:20075 

/nh=\A/1 ft1 /ni-19Q'^ftRn 

/ug=Hs.117688 /|en=1232 


W18186 . " 


Hs. 117688 


- ■ ■ 


10994 


0V010277 


clone IMAGE:3888869; mRNA, partial 
cds /cds-UNKNOWN /gb=BCp16839 

/gi— IDO/ / i OD /U9~no. lOZpoO 

/len=1186 ' 


BC016839 


Hs. 182885 


NP_004547 


11009 


0.045661 


EST(adult retina cDNA Danip rerio 
cuiNA cione 4ZU 1 o/ y o simiiario 
TR;Q9YH14 Q9YH14 
PROGESTERONE RECEPTOR . 
BINDING PROTEIN.) 


BI880587 






M u 1 y 


\J.\JH\J 1 O I 


Clone Zo/Oo iTiiNiNM 5ec|uencG 
/gt3=AFq52140 /gi=3360449 ■ 
/ug=Hs.141055/len=1498 




ns. i'^ 1 upD 




j lUiC 1 


u.u 1 ooy** 


rLJZpOUZ TIS, CiOllc riEn 1 1 

/cds-UNKNOWN /gb=AK026955 
/gi=10439937 /ug=Hs.287737 
/len=2509 : • 


MrvuzDyoo 


FIS.OD/ 1 


NP_t 15652 


11044 


0.020388 


EST(fetal liver spleen 1NFLS Homo 
sapiens cDNA clone |MAGE:24i467 3' 

) 


H90418 






11055 


9.43E-04 


UI-E-GL1 -a^-fr02-0-UKr1 UI-E-CL1 
cDNA clone UI-E-CL1-aez-f-02-0-UI 5'. 
mRNA sequence /clone=UI-E-CL1 -aez- 
f-02-O-yi /clone_end=5' /gb=BM695854 
/g(=190091 12 /ug=Hs.21509 /ten=1260 


BM695854 


Hs.21509 




11059 


0.025911 


UI-E-CQ1raew-e-07-0-Ul.s1 UUE-CQ1 

cDNA clone UI-E-CQ1-aew-e-07-0-U| 
o , mr\i>ir\ sequence /cione^ui-t-ow i- 
aew-e-07-O-UI /clone_end=3' 
/gb=BU728934/gi=23651308 * 
/ug=Hs.436272/len=1132 


BU728934 


Hs;436272 




1 lUOO 




Clone iivirvot.'tu'ioo'fy, mrviNM 
/gb=BC01 3940 /gi=1 5530292 
/ug=Hs.348325 /len=1355 


pv^u 1 oy*+u 






11068 


0.03788 


mRNA; cDNA 0KFZp586G 1520 (from 
clone DKF7n'586G1 520^ /ab=AI 0'i0148 
/gi=4884359 /ug=Hs.3t834 /len=3030 




Hs.31834 




11070 


0.040751 


cDNA,FLJ34585 fis, clone 
KIDNE2008758. /gb=AK091904 
/gi=2 1 750379 /ug=Hs. 104627 
/len=2438 


AK091904 


Hs. 104627 
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Spot 


p-vatue 


D scription 


Gene 1 
Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 
No. 


11091 


0,02801 


BX091936 Soares placenta Nb2HP" 
cDNA clone IMAGp998N021 93 ; 
IMAGE: 135745, mRNA sequence 
/clphe=IMAGp998N02193_;_iMAGE:13 
5745 /gb=BX091936 /gi=27822661 
/ug=Hs.24598 /len?688 ' . 


BX091936 


Kis.24598 




11092 


0.003213 


ESTs, cpNA, 5' end?. ^ 
/clone=IMAGE:4779957 /clone_end=5' 
/gb=BG741948 /gi=14052601 
/ug=Hs.355530 /len-948 . . 


BG741948 


Hs.355530 


NPi068747 


11093 


0.003947 


UI-E-EJ1-aje-j-02-0-,Ul.r1 UI-E-iJI 
cDNA clone UI-E-EJ1-aje-j-02.0-UI 5', 
mRNA sequence /clone=Ul-E-EJ1-aje-j- 
02-0-UI /clone_end=5' /gb=BM929582 
/gi=19388755 /ug==Hs.159153 
/len=1002 : 


BM929582 ^ 


Hs. 159 153 


• r • 


11094 


0.030249 


602969052F1 NIH MGC 12 cDNA . 
clone IMAGE:51084i1 2 5". niRNA 
sequence /clone=IMAGE;51084,12 . 
/elone_end=5.' ,/gb=BI260728 
/gi=148i9291 /ug=Hs.^01769 /len=667 


BI260728 


Hs.201769 


i ; • *. 1 


11098 


0.002602 


hypothetical protein MGC27466 
(MGC27466). mRNA /cds=(1 25,733) 
/gb=NM_1 52373 /gi=22748802 
/ug=Hs.145521 /len=1465 : :.. . ' 


NM_152373 


Hs. 145521 


NP_689586 


11099 


0.013394 


ai-H-DT1-avz^-14-0-UI;si . 
NCLCGAP_Dfl cDNA clone 
IMAGE:5886373 3'. mRNA sequence 
/clone-IMA<3E:5886373/elpne_end=3' 
/gb=BQ01 5869 /gi=19751 146- 
/ug=Hs.353471 /len=1192 


BQ015869 


Hs.;353471 




11105 


0-03788 


hypothetical protein FLJ21 839 
(FLJ21839), mRNA /cds=(445.2619) 
/gb=NM_021831 /gi^=19923577 
/ug=Hs.433334 /len=3252 


NM_02183i 


Hs.433334 


NP_068603 


11109 


0.022106 


al60e07;s1 Soares_NFL_T_GBC_S1 
cDNA clone |MAGE:1461732 3', rinRNA 
sequence /clone=l MAGE: 1461732 
/clone end=3' /gb=AA884390 
/gi=2993920 /ug=Hs:374217 /len=352 


AA884390 


Hs.374217 




11125 


0.010277 


ESKcDNA clone IMAGE:281 5110 3' ) 


AW268719 






11131 


0.025911 


clone IMAGE:41 8i2947, mRNA 
/gb=BC016962 /gi=16877432 
/ug=Hs.16193/len=1866 


BC016962 


Hs,16193 
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Genes Corresponding to Differentially Expr ssed Genes in Figure 20 » RA 




Spot 


D-value 


Descriotiort 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Prpteln 

Accession 

No. 


11136 


0.023945 


crone IMAGE;31 38608, mRN A 
/cds=UNKNOWN /gb-BC007266 
/ai=1 3938277 /ua=Hs 334566 
/len=1635 - 


BC007266 


Hs.3i34566 




11166 


5.481-04 


ym53e05.s1 Scares infant brain 1 NiB 
cDNA clone IMAGE-51803 3^ mRNA 
sequence /clone=i=IMAGE:51 803 
/clone_end=3' /gb=H24464 /gi=893159 
/ua=Hs 417814 /len=487 


H24464 


Hs;417814 


•■• ■ ■ ■ 


11178 


8:37E-04 


No significant match {pRF:nqne)^ 


SEQ.ID.No.23 






11180 


a013394 


Novel, 

ORF+2^98'-316) +3f9'-1 16 201 -^3 16) 


SEQ;ID.No 55 






11198 


7,06E-04 


cDNA FLJ23679 fis, -clone HEPQ9084; 
/gb=AK074259 /gFl 867681 2 :^ 
/ug=Hs.351 597 yien=2006 - : , • 


AK074259 


Hs.351597 




11201 


0:017288 


clone 1MAGE:4798349, mRNA 
/ab=BC045794 /ai=28277189 
/ug=Hs.29464 /len=2717 V 


BC045794 


Hs.29464 




11205 


0.03788 


ESTs, cDNA, 5' end - 
/clone=IMAGE:4593784 /cldne_end=5' 
/gb=BG4021 27 /gi=1 3295575 
/ug=Hs.347570 /!en=863 1; 


BG402127 


Hs.347570 




11215 


d;022106 


Novel, ORF+3(39-203) - 


SEQ.ID.No.53 






11222 


0.007806 


No significant match, ORF-*^i{1'-294) 


SEQ.ID.No.88 






11257 


0.009388 


mRNA for FU00086 protein, partial 
cds; /cds=(1 951 .31 50) /gb=AK024487 
/ai=1 0440487 /ud=Hs 343828 
/len=4456 : 


AK024487 


Hs.343828 


NP2835461 


11258 


8.37E-04 


ADP-ribosylation factor GTPase V 
activating protein 1 (ARFGAP1), mRNA 
/cds=(113,1333) /gb=NM_ai8209 
/ai=8922651 /ua=Hs 25584 /len=3248 


NIVI_018209 


Hs.25584 , 


NP_783202 


11259 


3.04E-04 


actin binding LIM protein 1 (ABLlMI), 
transcript variant ABLIM-I, mRNA 
/cds=(1 00,2436) /gb=NM 002313 
/gi=2 1 284382 /ug=HS. 1 58203 
/len-7581 ' ' 


NM_0d2313 


Hs. 158203 


NP 006711 

•;-,\ 


11261 


0.013394 


hypothetical protein MGC 14480 
(MGG14480), mRNA /cds-(1 8.209) 
/gb=NM_144998 /gi=21450710 
/ug=Hs.37616 /len=844 r 


NM_144998 


Hs.37616. 


NP^659435 


11263 


0.004367 


KIAA1804 protein, partial cds 
/cds=UNKNOWN /gb=AB058707 
/gi=14017824 /ug=Hs.50883 


AB058707 


Hs.50883 


NP_1 15811 



2800 



Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11264 


0.008566 


Similar to RIKEN cDNA 1 Si 0014112 
gen6, clone MGG;43599 ■ 
IMAGE:5269880, mRNA. complete cds 
/ccls=(476,685) /gb=BC045655 
/gi=282771 16 /ug=Hs.199695 
/len=2133 


BC045655 


Hs. 199695 




11266 


0.013394 


B-ceir translocation gene 1 Janti- 
proliferative (BTGi), mRNA 
/cds=(309,824) /gb=NM_001731 
/gi=4502472 /ug=Hs.77054:/len=1783 


NM_001731 

. ■ ■ .■) 


Hs.77054 


NP_001722 


11277 


0 048465 


ligase 1/ DMA, AtP-dependent (LlGI). 
mRNA/Gds=(121.2880) : 
/gb=NM_000234/gi=4557718 : 
/ua=Hs.1770/len=3083 


NM_000234 


Hs.1770 


NP_e00225 


11287 


003788 


fucosyltransferase 4 (alpha (1,3) 
fucosyltransferase, myeloid-specific) 
(FUT4), mRNA/cds=(174,1766) 
/gb=NM_002033 /gi=450381 0 
/ug=Hs.2173/len=2861 : 


NMj02q33 


Hs:2173 


NP_002024 


11293 


0.022106 


hypothetical protein (FLJ20485), mRNA 
/cds=(1 12,729) /gb=NM_019042 
/gi=95p6680 /ug=Hs.98806 VIen=2021 


NM_019042 


Hs 98806 . 


NP^061S15 


11294 


0:OT2276 


CDNAFLJ11 335 fis/ clone; 
PLACE1010630.7gb=AK002197 : 
/gi=7p23924 /ug=Hs.28427Q /len=1984 


AK;002197 


Hs.284270 




11296 


0.035177 


mRNA for KlAAd740 protein, partial 
cds.;/cds=(260,2350) /gb=AB018283 . 
/gi=6705974 /ug=Hs; 1 50997len=4390 


AB018283 


Hs: 15099 


NP_055651 


11297 


0.00587 


farnesyl diphosphate synthase (farnesyl 
pyrophosphate synthetase, 
dimethylaiiyltranstransferase, 
geranyltranstransferase) (FOPS). 
mRNA /cds=(1 15,1374) ^ 
/gb=NM_002004 /gi=4503684 
/ug=Hs.33591 8 /len=1430 _ 


NM„002004 


Hs.335918 


NP_001995 


11299 


0.004357 


ATX1 antioxidant protein 1 (yeast) 
(AT0X1), mRNA/cds=(114,320) 
/gb=NM_004045 /gi=4757803 

/ug=Hs.279910/len=502 - 


NM^004045 


Hs.279910 


NP_,G04036 


11303 


0-018784 


SI 00 calcium binding protein A1 
(S100A1), mRNA /cds=(1 14,398) 
/gb=NM_.006271 /gi=5454031 
/ug=Hs.433503 /len=607 


NM_006271 


Hs.433503 


NP^006262 


11304 


0.003213 


hypothetical gene supported by 
D17652; X59357; NM__000983 
(LOC65281).mRNA. 


XM_001298 
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G nes Corresponding to Differ ntially Expressed Genes in Figure 20% RA 




Spot 


p-value ; 


Description 


Gene 

Accession No, 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11322 


0.032636 


Hypothetical protein (L1H" 3! region) -' 
human (AA=69%) 


834087 






11332 


0 001062 


pplyadenylate binding protein- 
interacting protein 1(PA|P1),mRNA 
/cds=(l88,1627) /gb=?NM_006451 
/gi=17511254 /ug=Hs.109643 
/!en=2764 


NM_006451 


Hs. 109643 


NP_006442 


11333 


0.004825 


hypothetical protein FL J 1 36 1 5 
(FLJ13615), mRNA /cds=(345,2069) 
/gb-NM_0251 14 /gi=1 3376688 ; 
/ug=Hs.288715 /len=2719 : 


NM_025114 


Hs.288715 


NP_p79390 


11336 


0.011238 


proteasome (prospme, macropain) > 
inhibitor subunit1(P.I31)(PSMF1), 
mRNA /cds=(127,942) /gb=NM_006814 
/gi-58031 22 /ug=Hs.40581 3 /len=3 1 88 


NM^006814 


Hs.405813 


NP_848694 


11338 


O.043799 


Similar to SRY-box containing gene 5," 
clone IMAGE;3919439, mRNA 
/gb=BG014929./gi=1 5928923 
/ug=Hs.383009 /len=652 . 


BG014929 


Hs.383009 




11342 


0.007171 


FLJi14l6 fis, clone HEMBA1000943 
/cds=UNKNOWN /gb=AK021478 
/gi=1 0432671 /ug=Hs.3331 50 
/len=1593 ■. . • ■ / ■ ■ ' 


AK021478 


Hs.333150 




11343 


0.035177 


chromosome 1 open.reading frame: 33 
(C1orf33), mRNA/cds=(32i751) 
/gb=NM 016183 /gi=1 8490986 
/ug=Hs:274201'/|en=1 185 . . ' 


NM^016183 


Hs.274201 


NP_057267 


11357 


0.007107 


splicing factor 3a, subunit t, 120kDa 
(SF3A1), mRNA/qds=(132;2513) i.. ' 
/gb=NM_005877 /gi=20127483 ■ ■ 
/ug=Hs.406277 /len=2944 . 


NM_005877 


Hs.406277 


NP_005868 


11365 


0,007107 


Rho-specific guahine-nucleotide = 
exchange factor 164 kDa ' 
(P164RHOGEF).mRNA 
/cds=(16,6207) /gb=NM_014786 
/gi=21361457 /ug=Hs.45180 /len=7540 


NM_014786 


HS.45T80 


NP_^055601 


11368 


0.023945 


cofactor required for Spl transcriptional 

activation, subunit 6, 77kDa (eRSP6), 

mRNA /cds=(1 96,21 51)' 

/gb=NM 004268 /gi=1 0835074 y 

/ug=Hs.22630/|en=2546 


NM_004268 


Hs.22630 


NP_004259' 




G nes Correspondinc] To Differ ntially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigen 
Acc ssion 
No. 


Protein 

Accession 

No. 


11373 


0.007807 


yl96f1 l.sl Scares infant brain 1NIB 
cDNA clone IMAGE:45943 3' similar to 
contains Alu repetitive element;, mRNA 
sequence /clone=IMAGE:45943 
/clone_,ehd=3' /gb=H09059 /gi=873881. : 
/ug=Hs.438854 /len=494 


H09059 


Hs.438854 




:i1387 


0.040751 


df22c07.wi Morton Fetal Cochlea 
cDNA clone IMAGE:2484085 3', mRNA 
sequence /clohe=IMAGE:2484085 
/clone_end=3' /gb=BI492292 
/gi=1 5331636 /ug=Hs.3791 72 /len=359 


BI492292 


Hs,379172 




11401 


5.11E-04 


hypothetical protein PR0 1 843 
(PR01843). mRNA/cds=(965,1255) 
/gb=NM_018507/gi=8924082 
/ug=Hs.283330 /len=1268 ■ 


NM_018507 


Hs.283330 


HPJiQQQlT 


11402 


0.040751 


cytochrome e, somatic (CYGS). mRNA 
/cds=(6078) /gb=NM_018947 
/gi=21 361 707 /ug=Hs. 1 69248 
/len=3990 


NM_018947 


Hs. 169248 


NP^0618?0 


11404 


6.56E.04 


hypothetical protein MGC3067 
(MGG3067). mRNA /cds=(1 40.895) 
/gb=NM_024295 /gl=13236515 : 
/ug=Hs.323114/len=1203 


NM_024295 


Hs.323114 


NP_077271 


11407 


3.47E-04 


Similar to proline synthetase CO- ! 
transcribed (bacterial hon^olog), clone 
MGC:2667 IMAGE:3546307, mRNA, 
complete ccls'/cels=(67,894) 
/gb=BC012334 /gi=15147390 
/ug=Hs.301959 /len=2580 


BC012334 


Hs.301959 


NP_009129 


11408 


0:002337 


hypothetical protein FLJ30525 
(FLJ30525), mRNA /cds=(422, 1603) 
/gb=NM_144584 /gi=21 389358 
/ug=Hs.7962/|en=1867 


NM_144584 


Hs.7962 


NP_653185 ■ 


11410 


0.004367 


ring finger pirptein 38 (RNF38), mRNA 
/cds=(563.1861) /gb=NM_022781 
/gi=21918874 /ug=Hs.77823 /len=4694 


NM_022781 


Hs.77823 


NP_07361S 


11419 


0030249 


syntaxin binding protein 3 (STXBP3), 
mRNA /cds=(52, 1 830) /gb=NM 007269 
/gi=6005885 /ug=Hs.8813 /len-2508 


NM^007269 


Hs.8813 


NP_009200 


11426 


0.043799 


hypothetical protein BC000282 
(LOC89894). mRNA /cds=(657, 1394) 
/gb=NM_1 38341 /gi=24308397 
/ug=Hs.8116/len=1716 


NM_1 38341 


Hs.8116 


NP^612350 
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Genes Corresponding To differentially Expressed Genes in Fiqur 20 - RA 




Spot 


p^valiie 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11429 


0.02801 


cDNA FU32781 fis, clone 
TESTI2002149, highly similar to ZINC 
FINGER PROTEIN 1 31 . 7gb=AK057343 
/gi=16553000 /ug=Hs.78743 /len=2401 


AK057343 


Hs.78743 




11433 


0.032636 


annexin A7 (ANXA7), transcript variant 
2, mRNA/cds=(61.1527) 
/gb=N M_004034 /gi=4809278 
/ug=Hs.386741 /len=2176 


NM_004034 


Hs.386741 


NP_004025 


11437 


0:004367 


chitobiase, di-N-acetylT (CTBS), mRNA 
/cds=(1,1 158) /gb=NM_004388 
/gi=4758091 /ug=Hs.135578 /len=1618 


NM_004388 


Hs. 135578 


NP_P04379- 


11443 


0.001878 


nucledporin 54kDa (NUP54), mRNA 
/cds=(1 29.1 652) /gb=NM_6l 7426 : 
/gi=26051236 /ug=Hs.9082 /len=2358 , 


NM_017426 


Hs.9082 . 


NP_059122 


11444 


0.002096 


copropbrphyrlnogen oxidase 
(coproporphyria, harderoporphyria) 
(CPO), mRNA /cds=(68, 1432) • 
/gb=NM_00G097 /g(=201 27405 
/ug=Hs.89866 /len=2691 


NM_d0OO97 


Hs.89866 


NP_P00088 


11445 


0.002096 


hbc647 mRNA sequence. /gb=U68494 
/gi=1546p96 /ug?Hs,24385 /!en=1843 


U6849I4, 


Hs.24385 




11447 


0.040751 


hypothetical gene supported by 
AK0001 74 (L0C1 33761), mRNA 


XM_072343 






11448 


0.043799 


zinc finger protein 23 (KOX 16) ; 
(ZNF23), mRNA/cds=(815,2746) 
/gb=NM_145911 /gi=23308736 
/ug-Hs.37681 0 /len=3271 


NM J 45911 


Hs.376810 


NP_666016- 


11453 


0.035177 


DNArdamage-inducible transcript 3 
(DDIT3), mRNA/cds=(191.700) 
/gb=NM_004083 /gi=21 361 1 1 7 
/ug=Hs.400353 /len=965 


NM_004083 


Hs.400353 


NP_;004074 • ' 


11467 


0.025911 


SMT3 suppressor of mif two 3 1 (yeast) 
(SMT3H1), mRNA/cds=(95.406) 
/gb=NM_006936 /gi=5902095 
/ug=Hs.85119/len=1733 


NM_p06936 


Hs.85119 


NP_008867 


11471 


0.011238 


prostaglandin E receptor 2 (subtype 
EP2), 53kDa (PTGER2), mRNA 
/cds=(1 57,1 233) /gb=NM_000956- 
/gi=4506254 /ug=Hs.2090 /len=2372 . . 


NM_000956 


Hs.2090 


NP_000947 


11473 


0.009388 


hypothetical protein BC01 3035 
(LOC1 14926), mRNA /cds=(128,430) 
/gb=NM_1 38436 /gi=1 9923964 : 
/ug=Hs.10018/len=836 


NM_1 38436 


Hs.10018 ' 


NP^612445 
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Spot 


prvaiue 


Descripitibh 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11474 


0.017288 


solute carrier family 38, member 2 
(SLC38A2), mRNA/cds=(352,1872) 
/gb=NM_01 8976 /gi=21 361 601 ' • 
/ug=Hs.298275 /len=4795 


NM_018976 


Hs.298275 


NP_G61849 


11477 


0.03263(6 


mRNA for KIAA0626 protein, complete 
cds /cds=(178,1407) /gb=AB014526 
/gi=3327065 /ug=Hs. 1 78121 /len=61 84 


AB014526 


Hs.178121 


NP_067679 


11479 


0007807 


B lymphocyte activation-related protein 
BC-2048 


AAL26788 






11480 


7.41E-04 


hypotfteticai protein FLJ23751 
(FLJ23751), mRNA/cds=(121.1563) 
/gb=NM_1 52282 /gi=22748648 
/uq=Hs.37443 /len-2994 


NM_.152282 


Hs,37443 


NP_689495 


11481 


0.030249 


eps8 binding protein e3B1 rnRNA, 
complete eds , , 


AF006516 




NP_005461 


11496 


0.(317288 


leucyl-tRNA synthetase (LARS). mRNA 
/cds={73,3603) /gb^NM^02G1 17 
/gi=24496788 /ug=Hs.6762 /len=4248 


NM_020117 


Hs.6762 


NP_064502 


11497 


0,002893 


FK506 binding protein 14, 22 kDa 
(FKBP14), mRNA/cds=(146;781) 
/'gb=NM_017946 /gi=8923658 ; • 
/ug-Hs.264636 /len=2248 


NM_Q17946 


Hs.264636 


NP_060416 


11502 


0:0d3563 


mRNA for KIAA1229 protein, partjal cds 
/cds=UNKNOWN /gb=AB033055 
/gi=6330699 /ug;=HS.71 1 09/len=5654 


AB033055 


Hs.71109 




11503 


0.008566 


hypothetical protein DKFZp564K0822 
(DKFZP564K0822), mRNA 
/cds=(10,528) /gb=NM^030796 
/gi=13540577/ud=Hs.4750 7leri=2789 . : 


NM_030796 


Hs.4750 


NP_1 10423 


11509 


0=013394 


coagulation factor Vlll, procpagulant 
component (hemophilia A) (F8). 
transcript variant 1, mRNA 
/cds=(1 72,7227) /gb=NM_p001 32 
/gi=10518504/ug=Hs.79345/len=9030 


NM_,000132 


Hs.79345 


NP_063916 


11514 


o:oii238 


chromosome 21 open reading frame 33 
(C21orf33), mRNA /cds=(85,891) . 
/gb=NM_004649 /gi=5031690 
/ug=Hs. 1 82423 /len=1 652 


NM_004649 ] 


Hs; 182423 


NP_004640 


11516 


2.03E-04 


602943821 F1 NIH_MGC_19 cDNA 
clone IMAGE:5091917 5'. mRNA. 
sequence /clone=IMAGE;509l917 
/clone_end=5' /gb=BI1 94863 
/gi=14649883 /ug=Hs.444288 /len=863 


Bl 194863 


Hs,444288 
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Genes 


(corresponding to bifferentially Bxpressed Gen s in Figure 20 - 


RA 




Spot 


p-value 

- . 


Description 


Gerie 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11520 


0.043799 


MYLE protein (MYLE), mRNA 
/Cds=(12.299) /gb=NM_014015 
/gi-13384^96 /ug=Hs.1 1902 7len^ri20 


NM_01.4Q15 


Hs.11902 


NP_054734 


11536 


5.11E-04 


EST(yh89e10.r1 cDNA clone 1 36938 . 
5') 8e-06 match 


R38461 




NP_001002 : 


11539 


0,047031 


mRNA for KIAAI 327 protein, partial 
cd&/cds^(1.5417)/gb=AB037748 ' 
/gi=20521 883 /ug^Hs. 106204 
/ien=6687 


AB037748 


Hs. 106204 




11570 


0.007807 


clone iMAGE:5295896. mRNA 

/gb=BC0432407gi=27695834 

/ug=Hs.i04413/len=2136 


BC043240 


Hs. 10441 3 




11588 


0.03788 


EST(o?1 3e06 x1 ^ ^ " . ' 

Soares_fetal Jiverispleen_i N FLS_S 1. 
clone IMAGE: 1675234 3') 


AI078464 


■ 




11603 


0.032636 


EST(NIB208 Normalized infant brain, : 
Bento Scares cDNA S'end similar to ' 
hexoi<inase 1 (MK-16)) (low match:nt 2e- 

10) 


T16965 




NP^277035 


,11608 


0.001339 


EST(MR0-HT0407-140300-013-h01 
HT0407) 


BE1 59552 




NP_003751 


11612 


0.022106 


Tho2 mRNA, complete cds 
/cds-(-1, 4437) /gb=AF441 770 
/gi=207g9317 ^g==Hs:16411 /ten-4452 


AF441770 


Hs. 16411 


■ 


11613 


0.035177 

- ■ 


ceil division cycle associated 1' 
(CDCA1), transcript variant 1 , mRNA 
/cds=(299, 1 693) /gb=NM_1 45697 
/gi=22027506 /ug=Hs.234545 
/len=2003- 


NM_145697 


Hs.234545 


NP_663735 


11618 


0.023945 


ESTox12c12.x1' 

Soares_fetalJiver spleen_1 NFLS_S1 
IMAGE:1656118 3' 


AI034084 






11632 


0026797 


EST(PKFZp564B1278_r1 564 
(synohym:hfbr2) cDNA clone 
DKFZp564B1278 5') 


AL1 10316 




NP^001779 


11633 


0.014599 


EST Iig75g08.x1 NCI_CGAP_l<id 1 1 
cDNA clone IMAGE:2951486 3" 


AW614117 






11652 


0.003947 


EST(nf43h10 si NCI_CGAP_Pr2 cDNA 
clone IMAGE:916579 similar to 
contains element MER22 repetitive 
element) 


AA573636 






11680 


0.02801 


ESTys96h09.f1 Scares retina N2b5HR 
cDNA clone IMAGE:222689 5' 


H84275 






11683 


0.024732 


EST (clone IMAGE; 1218466 3' similar 
to contains 


AA662478 
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Spot 


p-vaiue 
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Gen 

Ace ssion No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


11685 


0;023945 


EST (Q V4-NNG039-0405dO-'1 916-607 
NN0039 


.AW895898 


■ ■ . .A - 




11690 


0.020388 


unnamed protein product " ' 


BABi4576 






11691 


0.023945 


cDNA sequence cDNA sequence 
DKFZp434D0935 (from clone cDNA 
sequence DKFZp434P0935) 


AL117502. . "■' 




NF»_1491P7 


11693 


0.008566 


cell adhesion motecule-related/down- : 
regulated t)y oncogenes (CPON), 
mRNA /cds=(1 .3723) /9b=NM_qi6952 
/gi=8393083 /ug=Hs. 159565 /len=3986 


NM_0i6952 


Hs. 159565 


NP_058648 


11698 


0 017288 


EST379S19 MA6E resequences, ■ 
MAGJ cDNA, mRNA sequence 
/gb=AW967844 /gi=8157683 ' ' 
/ug=Hs;i90465 /len=581 


AW967844 


HS.190465" 


• " .■ . 


11699 


0.03788 

. . t 


hypothetical protein MGC5306 . 
(MGe5306), mRNA /ccls=(207,1 043) 
/gb=NM_0241167gi=13129135 : 
/ug=Hs.30l732/len=2336 


NM_;024116 


Hs.301732 


NP_077021 


11703 


0.004367 


hypothetical protein MGC3295 
(MGC3295), rTiRNA/cds=(510.:i748) 
/gb=NM_025246 /gi=1 3376859 
/ug=Hs.101257/len=1958 


NM_025246 


Hs. 101257 


NP_079522 


11705 


•0.0^7288 


of yeast MAF1 (MAF1),. mRNA " 
/cds=(393,1163) /gb=NM_032272 
/gi=14150012 /ug=Hs.19673 /len=1674 


NM_032272 


Hs. 19673 


NP_1 15648 


11710 


0;009388 


translocase of outer mitochondrial 
membrane 20 (yeast) (KIAA0016), 
mRNA /cds=(1 02,539)/gb=NM:^014765 
/gl=7657256 /ug=Hs.75187 /len=3?59 


.HM_p14765 


Hs,75187 


NP_055580 


11725 


,8.37E-04 


hypothetical protein FLJ 13657 
(FLJ13657), mRNA /cds={88,1 173) 
/gb=NM_024828 /gi=1 3376229 
/ug=Hs. 1 78357 /len=2252 


NM_024828 


Hs. 178357 


NP_079104 


11732 


0.032636 


hypothetical protein FLJ20699 
(FLJ20699), mRNA/cds=(33,1043) 
/gb=NIVI_017931 /gi=8923627 
/ug=Hs.15125/len=2594 


NM_017931 


Hs,15125 


NP^060401 


11745 


0.043799 


FU231 72 fis, clone LNG1 0005 
/cds=UNKNOWN /gb=AK026825 
/gi=1 0439771 /ug-Hs.306885 
/len=1882 


AK026825 


Hs.306885 




11747 


0.005325 


lysyl oxidase-like 1 (LOXLl ), mRNA 
/cds=(306,2p30) /gb=NM_005576 
/gi=5031882 /ug=Hs.65436 /len=2328 


NM_P05576 


Hs.65436. 


NP_005567 
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Unigene 
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No. 


11765 


4:50E-04 


ribosomal protein L12 (RPL12), mRNA 
/C(ds=(89,586) /gb=NM_000976 
/gi=V5431291 /ug=Hs.405042 /len=632 


NM_0Cid976 


HS.4Q5042 


NP^000967 


11777 


0.009388 


basic transcription factor 3 (BTF3), 
mRNA /cds={240,728) /gb=NM_001207 
/gi=20070129 /ug=Hs.101025 /len=952 


NM;^001207 


Hs. 101 025 


NP^001198 


11788 


0.025911 


Bardet-Biedl syndrome 2 (BBS2), 
mRNA /cds-(422,2587) 
/gb=NM_031885 /gi=22208996 
/ug=Hs.332633 /len=2978 


NIWiro3l885 


Hs.332633 


NP;;i14d91 


11789 


0.022106 


high mobility group nucleosomal 
binding domain 4 (HMGN4), mRNA 
/cds=(239,51 1) /gb=NM_006353 
/gi=23238232 /ug=Hs':236774-. 
/Ien=1980 ' 


NM_^006353 


Hs.236774 ■ 


NP_006344 


11796 


0.047031 


mannose^6-phosphate reCeptoi- (eatidri 
dependent) (M6PR), mRNA 
/cds=(171,1004) /gb=NiV1_002355 
/gi=1 0947032 /ug=Hs. 134084 
/len=2454 


NM^002355 


Hs. 134084 


NP_d02346 


11805 


0.020388 


tryptophanyl-tRNA synthetase (WARS), 
mRNA /cds=( 188, 1603) - 
/gb=NI\/l_0041 84 /gi=771 01 55 " • 
/ug=Hs. 82030 /len=26,93 


NM_004184 " 


Hs.82030 


NP_004175 


11818 


0.012276 


clone 23698 mRNA sequence 
/gb=AF052094 /gi=3360406 '■ . 
/ug^Hs.8136/len=1264 


AF052P94 : 


Hs.8136 




11825 


0.002602 


insulinrlike growth factor binding protein 
1 (IGFBP1), mRNA/cds=(166.945) 
/gb=NM_000596 /9i=4504614 
/ug=Hs.102122/len=15i4 


NM>000596 


Hs.1 02122 


NP_:000587 


1 1839 


0.043799 


prbteasome (prosome, macropain) 26S 
subunit, ATPase, 2 (PSMC2), mRNA 
/cds=(71 ,1 372) /gb=NM_002803 
/gi=24430152 /ug=Hs;61 153 /len=1545 


NM 002803 

■ ; > 


Hs.61153 


NP^002794 


11866 


0.025911 


PC4 and SFRSI interacting protein 1 
(PSIP1), mRNA/cds=(78,1079) 
/gb=NM_021 144 /gi=16945969 
/ug=Hs.351305 /len=1677 


NM_021144 


Hs.351305' 


NP_;066967 


11898 


0 012526 


intpr<^prtin ^ HTSKl^^ trair^mnt variant 

II 1 vd OCVfLH 1 ^ 11 1 LI Cil lOwl IIJL veil ICII 1^ 

1,mRNA/cds=(242.5332) 
/gb=NM_006277 /gi=22325384 
/ug=Hs.166184 /len=6092 


NM 006277 


H5.166184 . 


NP_671494 
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No. 


11912 


0 018784 


hypothetical protein MGC401 57 
(IVIGC40157), mRNA /ccls=(1 06,498) . 
/gb=NiVl_1 52350 /gi=22748758 
/ug?Hs<295362 /len=1250 


NM_1 52350.; 


Hs.295362 


NP_689563 


11929 


0.0Q7807 


zv64c04.s1 

Soares_total_fetus_Nb2HF8_9w eDNA 
clone IMAGE:7584b6 3'. mRNA 
sequence /cione=IMAGE:758406 
/clohe_end=3- /gb=AA393802 
/gi=2046769 /ug=Hs.443312 /len=421 


AA393802 


Hs.4433i2 




11930 


8.37E-04 


hypothetical protein FLJ30574 
(FLJ30574), mRNA /ccls=(403, 1908) 
/gb=='NM_144629 /gi=21 389456 

/ug=Hs.350388/len=3113' 


NM_144629 


Hs.350388 


NP_65323d'. 


1 1 932 


; 0.043799 


LIN-7 protein 3, cDNA; FLJ21887 fis, . 
clone HiP03135. highly sinnilar to , 
AF090900 Homo sapiens clone 
HQ0189 PRO0189 mRNA 
/cds-UNKNOWN /gb=AK025540 
/gi=1 0438087 /ug=HSi9i 393 /ien=2440 


AK025540" 


Hs.91393 


NPi.060832 


11939 


0.047031 


tyrosine 3-rnQnooxygenase/tryptpphan 
5-monopxygenase activation protein, 
gamma polypeptide (YWHAG), mRNA 
/cds=(1 92,935) /gb=NM_p12479 
/gi=21464lb0 /ug=Hs.25001 /len=53747 


NM_012479 


Hs.25001 


NP;:.036611 


11940 


0.017288 


sorting nexin 14 (SNX1 4), transcript 
variant 1, mRNA /cds=(1 82,3022) 
/gb=NM_1 53816 /gi=24797144 

/ug-Hs.375181 /len=3490 


NM_153816 


Hs.3751$1 


NP_722523 


11946 


0.031362 


hypothetical protein FLJ20432 
(FLJ20432), mRNA /cds=(603, 1361) 
/gb=NM_017819 /gi=8923404 
/ug=Hs.57898 /len=1654 


NM_017819 


Hs.57898 


NP^060289 


11954 


0.014599 


traube (trb), mRNA 


NM 019816 




NP 062790 


11956 


0.035177 


cDNAFLJ1l439 fis, clone 
HEMBA1001299. /gb=AK021501 
/gi=1 0432697 /ug=Hs.287416 
/len=1500 


AK021501 


Hs.287416 




11957 


0.003539 


PKFZp564l1 12 (from clone 
DKFZp564l112) mRNA; cDNA 
/cds=UNKNOWN /gb=AL1 10136 
/gi=5817031 /ug=Hs.47679 /len=1885 


AL1 10136 


Hs.47679 




11959 


0.012276 


similar to cortistatin (H. sapiens) 
(LqC126684), mRNA 


XM_010524 
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11967 


5.11E-04 


TNF receptor-assbciated factor 5 
(TRAF5), transcript variant 1, rriRNA 
/cds={194,l"867) /gb?NM_004619 
/gi=22p27625./ug=Hs,29736/len=4132 


NM_0046i9 


Hs.29736 ■ 


NP_6657p2 


11968 


0.005325 


likely ortholog of mouse Mak3p (S. 
cerevisiae) (MAK3P), mRNA 
/cds=(301,810) /gb=NM_025146 
/gi=1 3376734 /ug=Hs.288932 
/len=3576 


NWI_02S146, 


Hs.288932 


NP^079422 


11978 


0.032636 


mitpchondriai ribosomal protein L27 
(MRPL27), nuclear gene encoding 
mitochondrial protein, transcript variant 
2, mRNA/cds^(32,316) 
/gb=NM_1 48571 /gi=225471 30 
/ug=Hs.7736 /len=2472 


NM_148571 

■ ■ y 


Hs.7736 


NP_683412 


12002 


0.040751 


601820680F1 NIH_MGC_58 cDNA 
Clone IMAGE:4052611 5', mRNA 
sequence /clone-IMAGE:4052611 
/clone_end=5' /gb=BF131709 
/gi=10970749 /ug=Hs. 145741 /len-538 


BF131709 

" .• , : ■ 


Hs.145741 




12003 


0.005325 


EST(zi39c11.s1 Soares fetalliver 
spleen 1NFLS SI cDNA clone 433172 
3') ■ 


AA680133 




NP^660208 


12022 


0.005339 


kinesin family protein 3B (K1F3B) 


NM 004798 




NP 004789 


12037 


0.002337 


EST(EST5881 9 Infant brain 3' contains 
Alu repeat) 


AA351153 






1203? 


0.03788 


EST(zw86f08.r1 Soares total fetus 
Nb2HF8 Qw/cDNA Clone 783879 5') 
41/43bp match , 


AA447168 




NP^i15787: 


12052 


0.009388 


helicase-like protein (KiAA2023), 
mRNA/cds=(399,5378) '• 
/gb=NM_1 73082 /gi=27436872 
/ug=Hs.231907/len=7011 


NM J 73082 


Hs.231907 


NP_775105 


12055 


0.01932 


mRNA for KIAA1694 protein, partial 
cds. /cds=(1 .2275) /gb=AB051481 
/gi=1 2697932 /ug=Hs, 19597 /len=4235 


AB051481 


Hs. 19597 


NP_085132 


12056 


0.025911 


EST(ak48e09;s1 Soares testis NHT 
clone IMAGE: 1409224 3") 


AA860225 






12066 


0.025911 


chromosome 1 open reading frame 19 
(C1orf19). mRNA/cds=(51.566) 
/gb=NM_052965 /gi=24308389 
/ug=Hs.32058/len=1943 


NM_,052965 


Hs. 32058 


NP_443197 
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No. 


Prot in 

Acc ssion 
No. 


12074 


,0.03788 


EST(as88c04.x1 Barstead colon 
HPLRB7 clone IMAGE:2335782 3' 
TR:Q1 3538 Q1 3538 0RF2: ■ ' 
FUNCTION UNKNOWN; contains Alu 
repeat) 


AI735066 






12076 


0.015895 


small nuclear ribonucleopr6tein P2 
polypeptide 1 6. 5kDa (SN RPD2), mRN A 
/Cds=(31,387) /gb=NM_004597 
/gi=7242206 /ug=Hs.424327 /len=479 


NM_004597 


l-is.424327 


NP_808210 


12078 


0.02801 


acetyl-Coenzyme A acyltransferase 2 
(mitochondrial 3-oxpacyl-Coenzyme A 
thiolase) (ACAA2), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(49,1242) /gt)=NM_00611 1 
/gi=51 74428 /ug-Hs.356176 /len-1584 


NM_006111 


Hs 356176 


NP^0i6102 


12081 


.0040751 


hypothetical protein FIJI 3855 
(PL J 1 3855), mRNA /cdSr (328, 1 068) 
/gb=NM_023d797gi=201 49671 
/ug=Hs. i 68232 /len=3053 


NM_023079 


Hs.168232 


NP_p75567 


12099 


:6.56E-04 


nuclear cap binding protein subiinit 2, 
20kDa (NCBP2), mRNA /cds=(27,497) 
/gb=NM_007362 /gi=19923386 
/ug-Hs.240770 /len=2120 


NM_0p7362 


Hs.240770 


NP_031388 


12108 


0.004825 


ij34a12.y1 Melton Normalized Islet 4 N4 
HIS 1 cDNA clone IMAGE:61 36606 5'. 
nfiRNA sequence 

/clone?=IMAGE:6136606 /clone_end=5' 
/gb=BQ1 29288 /gi=202031 99 
/ug=Hs.2547897len=485 


BQ129288. 


Hs.254789 


■ ' : ' " - : 


12110 


0.023945 


lEST(qx95cC>4.x1 NCLCGAP GG6 
cDNA clone IMAGE:201 0246 3') 


/iil365336 






12112 


0.013394 


EST(xu58f03.x1 NCI_CGAP_Ut1 clone 
IMAGE:2805917 3' TR:035371 
035371 PERIPHERIAL 
BENZODIAZEPINE RECEPTOR 
ASSOCIATED PROTEIN) 


AW511419 




NPJ)73572 


12140 


0.001878 


EST nk17g03.s1 NCI_CGAP Co11 
cDNAclone IMAGE:1013812 3' 


AA582722 






12155 


0.017288 


EST AV734861 cdA H.sapiens cDNA 
clone cdAAPC07 5* 


AV734861 
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Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


r»rot in 
Acc ssion 
No. 


12182 


O.017288 


Williams-Beuren Syndrome critical 
region protein 20 copy B (WBSCR20B.), 
mRNA/cds=(984.1448) : 
/gb-NM_1 45645 /gi=21 7 1 7802 ' 
/ug=Hs,406306 /ien=1634^ 


NMJ45645 


Hs,406306 

... ' . . . ,.. 


NP^66362Q 

, ; . -'■ ■- ■• 


12184 


0.015895 


cDNA FLJ1 1 086 fis, clone 
PLACE1 005266. /gb=AK001 948 
/gi=7023529 /ug=Hs.272240 /ien=1899 


AK001948 


Hi272240 




12189 


0,003947 


EST AV750486 NPC H.sapjens cDNA 
clone NPCDCF06 5" 


AV75d486 : 






12195 


0.013394 


EST (as58h1 1 .x1 Barstead colon 
HPLRB7 cDNA clone !MAGE:2332965 
3' similar to contains Alu repetitive 
element) 


AI718786 






12197 


• 0.03788 


PKFZp586E2017_r1 586 (synonym; 
hutel) cDt^JA clone PKFZp586E2017 5', 
mRNA sequence 

/clone=DKFZp586E20 1 7 /clone_end=5' 
/gb=AL046885 /9i.=5936275 
/ug=Hs.413463 /len=;640 


AL046885 ; 


Hs.413463 , 




12198 


0.002337 


clone IMAGE:4606942, mRNA, partial 
cds /cds=(1,188) /gb=BC02288l 
/gi=1 8605588 /ug==Hs.369550 
/len=1749 


Be022881 


Hs.369550 




12201 


0.001062 


EST (Soares placenta Nb2HP 
iMAGE;143740 3') 


R76686 






12202 


0.030249 


F-box and leucine-rich repeat protein 
3A (FBXL3A), mRNA /cds=(298,1 584) 
/gb=NM_012158 /gi=16306583 
/ug=Hs.7540 /len=3489 ; 


NM_012158 

} ■ 


Hs.754p 


NP_^036290 


12209 


0.001062 


EST(zf69b06.r1 
Soafes_pinballgland_:N3H PG 
H.sapiens cDNA clone IMAGE:382163 

5') . ■ ' 


AAp63201 




■■ 


12210 


0.02801 


cDNA FLJ38039 fis, clone 
CTONG2013934. /gb=AK095358 
/gi=21 754600 /ug-Hs.46506 /len=2956 


AK095358 


Hs.46506 


,■ ■ 


12213 


0.047031 


repetitive sequence (ALU SUBFAMILY 
J) 


P39188 






12217 


0.03788 


chromosome 1 open reading frame 22 

^OIUII^Z^, 1 MIX IN/A /UUo--^0*T,iC i^O/ 

/gb=NM_025191 /gi=19923618 
/ug=Hs.279951 /len=6298 


NM_025191 


Hs.279951 


NP_079467 
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No. 


12220 


0,00168 


wb40b1 1 .x1 NCI_CGAP_GC6 cDNA 
clone IMAGE:23G8125 3', mRNA 
sequence /clohe"=IMAGE:2308125 
/clone_end=3' /gb=AI652865 
/gi=4736844 /ug=Hs.374238 /len=598 


AI652865 


Hs.374238 




12221 


0.00587 


hAWMSi mRNA, complete c6s. 
/cds=(232,444) /gb=AB052759 
/gi=27529922 /ug=Hs.445652 
/len=1470 ■ " 


AB052759 


Hs.445652 




12224 


9.95E-05 


gp25L2 protein (HSGP25L2G), mRNA 
/cds=(76,720) /gb=NM_017510 
/gi=24475637 /ug=Hs.279929 
/len=1420 


NM_017510 


Hs.279929 


NP_^059980 


12226 


0,003213 


EST (Xb68c06.x1 

Soares_NFL^T_GBC_S1 cDNA clone 
IMAGE:2581450 3') 


AW087708 




NP_002962 


12227 


0032636 


cpNA. 3' end /cipne=IMAGE:3038322 
/clone_end=;3' /gb=BE042649 ; 

/gi=8359628 /ug=Hs.275673 /len=435 


BE042649 


HS275673 




12228 


0.002337 


TSLGI^Iike 2 (TSLL2). mRNA : 
/cds=(50.1216) /gb=NM_145296 
/gi=21 686976 ■/ug=Hs. 164773 
/len-2176 


NM_145296 


Hs. 164773 


NP .660339 

; ■ ■ ■ , 


12231 


0.001193 


EST (UI-H-BI3^akf-b-05-0-UI,s1 
NCI_CGAP_Sub5 clone 
IMAGE:2734017 3') 


AW449060 




NP_061174 


12237 


0.006463 


EST(602496405F1 NIH_MGC 75 
clone IMAGE;461037&5') 


BG433151 






12238 


0.020388 


hypothetical protein LOC1 15286 
(LOG1 1 5286), mRNA /cds=( 1 89.740) 
/gb=NM_1 73471 /gi=27735034 
/ug=Hs.379386 /len-1873 


NM 473471 


HS379386 


NP_775742 


12240 


0.035177 


xq09e02.x1 NCLCGAP.Utl cDNA 
clone IMAGE:27501 38 3' similar to 
contains Alu repetitive element;, mRNA 
sequence /clone=IMAGE.275b 138 
/clone_end=37gb=AW51 7395 
/gi=71 55477 /ug=Hs.4451 94 /len=519 


AW517395 


Hs.445194 




12243 


Q;032636 


mRNA; cDNA DKFZp313P0434 (from 
clone DKFZp313P0434) /gb=AL832702 
/gi=21733281 /ug=Hs.125019 
/len=2995 


AL832702 


HS.125P19 




12248 


0.049079 


EST(yd28g06Tl Scares fetal liver 
spleen 1NFLS IMAGE: 109594 5') 


T82238 . 
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Unigene 

Accession 

No. 
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No. 


12250 


0,049079 


spastic paraplegia 3A (autospmal 
dominant) (SPG3A), mRNA 
/cds=(173,1849) /gbf Nl\/i_ai5915 
/gi=1 9923444 /ug=Hs.241503 , 
/ien-2573 


NM_015gi5 ^ 


Hs.241503 


NP;^056999 


12255 


0:001339 


sbliite carrier family 38, member 2 
(SLC38A2), mRNA /ccls=(352,i872) 
/gb-NM_0l8976 /gi=21361601 
/ug=Hs.298275 /len=4795 


NM_018976 

• 


HS.298275 : 


NP_061849 


12257 


0:007807 


EST390958 MAGE resequences, 
MAGP cDNA, mRNA sequence 
/gb=AW978849/gi-81 70126 . 
/ug=Hs;1 24977 /len=678 


AW978849 ' 


Hs.124977 : 


~~ ■• ■ ■ 


12262 


7.41 E-04 


EST (IL3.ET01 14-281000-31 8-C11 
ET0114) -v:- J 


BF870398 




NP^0373B4 


12264 


0.03788 


clone 1MAGE:39691 04. mRNA 
/gb=BC015719 /gi=1 6041 698 - > 
/ug=Hs.8852 /!en=3169 


BC015719 


Hs.8852 




12267 


0;op2337 


EST(bp46b10.s1 ' ? 
Soares_NFL_T_GBC_S1 
IMAGE: 1579867 3') 


AA978266 






.12274 


0.04407 


AV719140 GLC cDNA clone 
GLGDHA04 5', mRNA sequence . 
/cione=GLepHA04 /c|brie_end=5' . 
/gb=AV719140 /gi=10816292 
/ug=Hs.4446807len=454 . , 


AV719140 


Hs,444680 




12276 


0.009388 


Ul^l rBCI p-ald-f.02-0;0l .si 
NCLCGAP_Pi3 cDNA clone UI-1-BC1p 
aldrf-02-O-Ui 3", mRNA sequencie 
/cldne-UI-1 -BC1 p-ald-f-02-6-Ul 
/clone_end=3' /gb=BQ013925 
/gi=1 9738826 /ug=Hs.312222 
/ien=1296 


BQ013925 


Hs:3l2222 


V . • - . - ■, 


12277 


0.023945 


EST(cn13c11.y1 Normal Hurnan 
Trabecular Bone Cells clone 
NHTBC_cn13c11 random) 


Ai752038 




NP_003893 


12281 


O.0O9388 


EST(EST381388 MAGE resequences, 
MAGK) 


AW9693ii 




NP J 16277 


12292 


0.023945 


EST(FB3F2 Fetal brain, Stratagene 
cDNA clone FB3F2 3'end) 


T03208 






12294 


0.023945 


EST(7e58a12.x1 - - - 
Soares_NSF_F8_9W_OT_PA_P SI 
cDNA clone IMAGE:3286654 3') 


BE644843 




NP_006845 


12300 


0.023945 


hypothetical protein MGC32 104 
(MGC3.2104), mRNA /cds=(101, 1651) 
/gb=NM_144684 /gi=21 389584 
/ug=Hs. 1 47025 /len=4732 


NM^I 44684 


Hs. 147026 


NP^653285 
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Genes Corresponding To Differentially Expressed Gen s in Figure 20 - RA 




Spot 


p-value 


D scription 


Gen 

Accession No, 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


12301 


0,003947 

■ . • ■■- 


Ul-H-EZ1-bbc-h-11-0-Ul.s1 
NCl_CGAP_Ch2 cDNA clone UI-H-EZ1 
bbc-h-11-O-UI 3', mRNA sequence 
/clone=UI-H-EZ1-bbc-h-11^0-UI 
/clone_encl=3' /gb=BQ574842 
/gi=214781 59 /ug=Hs.23502.6 
/len=1065 


BQ574842 


Hs.235026 

' . ■ - • 




12302 


0.025911 


EST(zh85g03.s1 . 
Soares_fetalJivbr_spleen^1 NFLS_S1 
cDNA clone IMAGE:4281 16 3' 


AA002088 




NP_002773 


12303 


0.003947 

1" 


imageqe_1_200l/smg463bdff41.x1 
Soares_NFL_T_GBC^S1 cDNA clone 
IMAGE:4571343 3'. nnRNA sequence 
/clone=IMAGE:4571343 /clone_end=3' 
/gb=BI850999 /gi=16004486 
/ug=Hs.348651 /len=632 ' 


BI850999 


Hs.348651 


■ ■ - . 


12306 


; 0,0221 06 


EST(cPNA clpne IMAGE:667817 5'i 


AA258698 ~ 






12311 


7.41 E-04 

* 


PKFZP566I1 024 protein 
(DKFZP566I1024), mRNA 
/cds={48,953) /gb=NM_015411 
/gi=24308052 /ug=Hs.279696 
/len=2005 


NM_015411 


Hs.279696 


NP;,056226 


12333 


0.00587 


EST (HS_5378_B2_A052T7A RPCI-li 
Human Male BAG Library genomic 
clone Plate=954 Cg1=10 Row=B) 


AQ683118 






.12344 


0.003213 


EST{cDNA clone IMAGE:5303467 5' ) 


B1597128 






12355 


0.043799 


cDNA FLJ36238 fis, clone 
THYMU2001422: /gb=AK093557 
/gi=21 752458 /ug=Hs.345588 
/len=2269 


AK093557 


Hs.345588 




12369 


0.017288 


QV3-BN0047-1 50400-1 52-h07 BNp047 
cDNA, mRNA sequence 
/gb=AW997115 /gi=8257349 
/ug=Hs.274352 /len=686 


AVy997115 


Hs.274352 


... ... .. ... . ... . 


12370 


0.001878 


mRNA; cDNA DKFZp586N2424 (from 
done PKFZp586N2424) /gb=AL1 57503 
/gi=7018553 /ug=Hs.27552 /len^2220 


AL1 57503 


HS27552- 




12376 


O.O01637 


ESTs, cDNA, 5' end 
/clone=IMAGE:3859365 /clone_end=5' 
ygb=BF032850 /gi=10740562 \ , 
/ug=Hs.5367 (=ESTs, Weakly similar to 
T02670 probable thromboxane A2 
receptor isoform beta) 


BF032850 


Hs 5367 
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Genes Corresponding to differentially Expressed Genes in Figure. 20 ^ jf?A 




Spot 


p-vaiue 


Description 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


12377 


0.003213 


ts88elOx1 NCI_CGAP_GC6 cDNA 
clone IMAGE:2238378 3' simjlar to 
contains Li.t3 LI repetitive elfehnerit ;, 
mRNA sequence 

/clone=IMAGE:2238378/clone_end=3' 
/gb=AI918786 /gi-5638641 
/ug=Hs.212310/ien=459 


AI918786 


Hs:212310 

... ... , , ^ 




12383 


0.017288 


Saceharomyces cereyisiae 
chromosome XII. complete 
chromosome sequence 


NC_001144^ . 




■■■ ■ . • 


12384 


0.040751 


FLJ31039 fis, clone HSYRA2000221 
/cds^UNKNOWN /gb=AK055601 
/gi=16550371 /ug=Hs.311977 
/len=2770 


AK055601 


Hs,311977 




12399 


0.025911 


UI-E-CK1 -afh-b-14-0-Ul.r1 UI-E-CK1 
cDNA clone Ui-E-eKI-afh-b-UrO-UI 5', 
mRNA sequence /clone=yi-ErCklrafh- 
b-14-O-UI /clone_end=5' ^ 
/gb=BM702699 /gi=1 901 5957 
/ug=Hs.446508/len=1088 


BM702699 


Hs.446508 




12412 


2.32E-04 


cDNA / IL3-NT0294-060401-533-D04 
NT0294 


BI041924 






12413 


Q.015895 


cDNA FIJI 4244 fis, clone 
0VARC1 000802. /gb=AK024306 
/gi=10436654 /ug=Hs:397378 
/len=1B89 


AK0243d6 


Hs,397378 




12424 


0.0093;88 


mRNA; cDNA DKFZp564B076 (from 
clone DKFZp564B076) /gb=AL04931 3 
/gi=4500086 /ug=Hs.21.103 /len=22G8 


AL049313, 


Hs.21103 




12426 


0.014599 


602590145F1 NIH_MGC_76 cDNA 
done |MAGE:4724074.5', mRNA 
sequence /clone=ll\/IAGE:4724074 
/clone_end=5' /gbpBG564169 
/gi=1 3571 821 /ug=Hs.444093 /len=792 


BG564169 


Hs.444093 




12431 


0.02801 


ESTs, cDNA /gb=AW993,259 
/gi=825341 0 /ug=Hs.1 1 31 Q5 /len=678 


AW993259 


Hs. 113105 




12433 


0.047031 


CDNAFLJ14388 fis, clone 
HEMBA1 002716. /gl)=AK027294 
/gi=14041878 /ug=Hs.9812 /len=1673 


AK027294 


Hs.9812 




12436 


0;047031 


UI-H-BWO-aj n-d-08-O-U 1 .s1 
NCI_CGAP_Sub6 cDNA clone 
IMAGE:2732223 3'. mRNA sequence 
/clone=IMAGE:2732223 /clone_end=3' 
/gb=AW297946 /gi=6704582 
/ug=Hs.444392 /len=807 


AW297946 


Hs.444392 
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Genes Correspondinq To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description . 


Gen 

Acc ssion No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


12438 


0.033876 


AV686223 GKC cDNA clone 
GKCGXH11 5', mRNA sequence 
/clone=GKGGXH11 /clpne_end=5' 
/gb=AV686223 /gi=1 0288086 
/ug=Hs.221642/len=916 


Ay686223 


Hs.221642 




12474 


0.024732 


clone RP1 1 -350Hi. from 7p14-1 5. 
complete sequence 


AC006195 






12488 


0.022106 


ESTs. cDNA. 3' end 
/clone=lMAGE:2p28021 /clpne_end=3' 
/gb=AI356348 /gi=41 07969 ' ^ , 
/ug=Hs.369317/len=512; . 


AI356348 


Hs:369317 




12492 


0.03521^3 

1 


ESTs, cDNA; 3' end 
/clone=IMAGE:2213516 /clone_end;?3' 
/gb=A1582192/gi=4568089 , 
/ug=Hs.356049 /leh=566 


AI582192 


Hs.356049 


NP_660327 . 


12502 


0.016299 


QV0-HT0398-2i 0100-096-CP3 HT0398 
cDNA, mRNA sequence 
/gb=AW606588 /gi=731 1 329 , 
/ug=Hs.430335 /len=621 


AW6p6588 


Hs.430335 




12507 


0.pd1501 


UI-E-CQ1-acq-b-08-0-Ul.r1 UI-ErCQI 
cDNA clone UI-E-CQ1-acq-b-08-P-UI 
5', mRNA sequence /clpne=UI-E-CQ1- 
acq-b-08-O-Ul /clone_end=5' 
/gb=BM688644 /gi-19Ci01902 
/ug=Hs.253634 /len=1017 


BM688644 


Hs.253634 


' ■ . -■ 


12511 


1.63E-04 


clone IMAGE:521 5233. mRNA 
/gb=BGP41467 /gi=27371097 
/ug=Hs. 1 51 570 /len=2043 


BC041467 


Hs. 151 570 




12513 


0;020388 


AGENCOURT_8841454 
Lupski_sciatic_nerve cDNA clone 
IMAGE:6199422 5', mRNA sequence 
/cIone=IMAGE.61 99422 /clone_end=5' 
/gb=BQ924341 /gi=22339372 
/ug^Hs.442591 /len=930 


BQ924341 


Hs,442591 , 




12514 


0.020388 


DCBCQH10 DCS cDNA, mRNA 
sequence /gb=BU198777 /gi=22717083 
/ug=Hs.50273 /len=867 


BU198777 


Hs.50273 


. ■ ■ 


12515 


0.015895 


stress 70 protein chaperone, 
micrpsome-associated, 60kDa (STCH), 
mRNA /cds=(37,1452) /gb=NM_006948 
/gj=24431965 /ug=Hs.352341 
/len==3998 , ' • 


NM_d06948 


Hs.352341 

■ 


NP_008879 


12520 


0.002893 


EST( Embryonic Heart cDNA Library 
Danip rerio cDNA 5' )^ 


AI617050 






12521 


0.00168 


EST(Stratagene colon (#937204) Homo 
sapiens cDNA clone IMAGE:51 1532 3' 
) 


AA1 15711 




NP_002731 
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Genes Corresponding To brfferehtiaily Expressed 




Spot 


p-value 


D scription 


Gene 

Accession No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


12528 


0.029005 


full length insert cDNA clone ZD75H11 


AF086402 




NP_055518 


12539 


0.017288 


UI-E-CK1rafh.a-18-0-Ul.r1 UI-E-CK1 
cDNA ctohe UI-E-GK1-afh-a-18-0-UI 5'. 
rnRNA sequence /clone-UUE-CKI-afh- 
a-18-O-UI /clone_end=5' 
/gb=BM702618/gi=1 901 5876 
/uc|^Hs.1033S1/len=1069 


BM702618 


Hs. 103381 




12549 


0.01932 


cDNA FLJI I 335 fis, clone ' 
PLAeE1010630 /gb=AK002197 
/gi=7p23924 /ug-Hs.284270 /len=1984 


AK002197 


Hs.284270 




12560 


0.022106 


cDNAFLJ12136 fis, clone 
MAMMA1 000312. /gb=AK0221 98 
/gi=1 0433542 /Lig=Hs. 168830 
/len=1905 


AK022198 


Hs.168iB30 




12572 


0.022106 


EST. clone jf7IAGE:4151959, rnRNA " 
/cds=UNKNOWN /gb=Bc6l 1 194 
/gi=15277441 7ug=Hs.367863 
/len=1842 • 


BC011194 


Hs.367863 




12573 


0,006463 


EST(cDNA clone IMAGE:3125123 3* ) 


BE047402 




NP .002700 


12582 


0 00168 


No significant match ■ 


SEQ.ID.Np.47 






12594 


0.025911 


No significant match, ORF-1(3?-499),- 
2(2^499) : " - : ; 


SEQ.ID.No^9 






12644 


0.003563 


EST (RGO-HT0297-301 099-01 1-a06 
HT0297) 


BE151529 






12647 


0.030249 


EST(tm39b03.x1 NCI_CGAP_Kid11 
clone IMAGE:216046t 3: contains 
L1.b3 LI repeat) ■ 


AI478484 






12669 


0.003947 


hypothetical protein FLJ31 438 
(FLJ31438), rnRNA /cds=(347,2107) 
/gb=NM_1 52385 /gi=22748824 
/ug=Hs.24423 /len=2266 


NM_1 52385 


Hs.24423 


NP^689598 


12677 


0.007171 


hypothetical protein MGC1 2981 
{MGC12981), mRNA /cds=(225,767) 
/gb=NM_032357/gi=21362049 
/ug=Hs.1 04203 /len=1644 ; 


NM^032357 


Hs. 104203 


NP_1 15733 


12679 


0.008566 


BX092629 Scares fetal liver spleen 
1NFLS cDNA clone IMAGp998P06398 
; IMAGE:205685, mRNA sequence 
/clone=IMAGp998P06398_;_IMAGE;20 
5685/gb=BX092629 /gi=27822922 
/ug=Hs.303022 /len=735 


BX092629 


Hs.303022 

. 




12680 


0.02801 


EST {CM3-RT0528-010200-086-f04 
HT0528) 


BE169870 
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p^value " 


D'escription 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


12681 


0,013394 


chromosome 1 open reading frame 9 
(C1orf9), mRNA /cds=(125.4342) 
>gb=NM_dl6227 /gi=770532i 
/ug=Hs: 1 08636 /len^59i 9, 


NM_016227 


HS.1O0S36 


NP_057311 






12688 


0.033876 


myxoid liposarcoma associated protein 
4 (MLAT4).mRNAicds?=(1 99.2325) 
/gb=NM_018192 /gi=27764881 
/ug=5Hs.42824 /len=3396 


NM_d18192. V 


Hs.42824 


NP_060662 


12689 


0.012276 


hypothetical protein MGC3077 . 
(MGG3077). mRNA /cds^=(1 37,703) 
/gb-NM_024051 /gi=13i29017 
/ug=Hs.433404 /len=1 1 95 


NM_024051 


Hs;433404 


NP_076956 


12701 


0.021 


EST UI-H-Bl2.ahq-er01-0-Ul.s1 
NCrCGAP_Sub4 cDNA clone. 
IMAGE:2727648 3' 


AW293540. 




NP_006816 


12711 


0.003563 


EST(ne80b06 si NC!_CGAP_Ew1 
cDNA clone IMAGE:910547) 


AA491607 . 






12712 


1 0.011 p8 


EST(xg51d02.x1 NGLCGAP_Ut4 
cDNA clone IMAGE: 263 1843 3' Similar 
to contains Alu repetitive elemeint) 


AVyi 50422 






12713 


0.023945 


EST (QV1-CT0364-120200.065HB1.1 
CT0364CDNA) i 


AW862302 






12716 


0.007807 


EST(6dl506025Fi NlH_MGe_71 
IMAGE:3907495 5') 


BE88408d " 




NP_dd5117 


12717 


0.011238 


EST{xx99e02 x1 NCI_CGAP_Lym1 2 
cpNA clone IMAGE.2851802 3' similar 
to contains Alu repetitive element) 


AW515834 


■■ ■— 


NP^387449 


12720 


0 032636 


mRNA; cDNA DKFZp6670i616 (from 
clone DKFZp66701616) /gb=AL713722 
/gi=1 9584452 /ug=Hs.365655 
/len=1773 


AIL713722 


Hs.365665 




12722 


0.007107 


hypothetical protein from EUROIMAGE 
1977066 (LOC56965), mRNA 
/cds=(609, 1 358) /gb=NM_02021 3 
/gi=9910373 /ug=Hs;8694 /len=2359 


NM_02p213 


Hs.8694 


NP_064599 


12723 


0.00587 


qw21c02.xi NC|_CGAP_Ut4 cDNA 
clone IMAGE:1991714 3' similar to 
contains Alu repetitive element; contains 
element L1 repistitive element ;, mRNA 
sequence /clone=IMAGE: 1991 714 
/clone_end=3' /gb=Al2901 57 
/gi53931823 /ug-Hs.387096 /len=571 


AI290157 


Hs.387096 
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Gene 

Accession No. 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


12724 


0.03788 

" ■ \: ' ■ ■ ' • ■ ' 


chromatin accessibility complex 1 
(CHRAC1), mRNA/cds=(196,591) 
/gb=NM3l7444 /gi=2443204Y 
/ug=Hs.279704 /len=2496 


NM1017444 


Hs.279704 


NP_059140 


12725 


0,014599 


EST(CM3-BN01 51 -1 30400^1 46-fOi_1 
BN0151) 


BE008220 






12732 


0.032636 


mitochondripri, complete genome 


NO 001807 




, , . , .. ....... 


12753 


0.00587 


EST{ty50b10.x1 NCI_CGAP_Ut2 cDNA 
clone IMAGE:2282491 3') 


AI619566 






12754 


0.007107 


ribpsbmal protein S24 (RPS24), 
transcript variant 1 , mRNA 
/cc|s-(38,430) /gbTNM_G33022 
/gi=l4916500 /ug=HS;1 80450 /len-537 


NM_033d22- 


Hs.180450 ■ 


NP_148982 


12763 


0.013394 


UI-H-FGO-bct-g-21 .0.UI.S1 
NCLCGAP_EN1~2 eDNA clone Ul-H-^ 
FGb-bct-g-21-O-UI 3', rpRNA sequience 
/Glone=UI-H-FG0-bct.g-21*0-UI 
/clone end=3' /gb=BU627064 
/gi-23293278 /ug=Hs.85999 /len=:1 075 


BU627064 


Hs.85999 


1 


12767 


0.03(3249 


EST (602326911 Ft NIH_MQC_91 

IMAGE:4428291 5') ' 


BGd36175 






12786 


0.014599 

• 


hr74d1 1 .x1 NCI_eGAP_Kid1 1 cDNA 
clone IMAGE: 31 34229 3' similar to 
contains Alu repetitive element; contains 
element MER15 repetitive' element ;, 
mRNA sequence 

/clone=IMAGE:31 34229 /elone_erid=3' 
/gb=BF1 1 5106 /gi=1 0984582 
/ug^Hs.318114/len=462 . 


BF1 15106 


Hs.318114 




12789 


0.012276 


EST(UI-H-BI3-alt-d-10-O.UI.s1 
NCI_GGAP_Sub5 cDNA clone 

IMAgE:3068587 3') 


AW451910 




NP_640339 


.12791 


.0.03788 


EST(qh31d07.x1 

Spares_NFL T_GBG_S1 cDNA clone 
IMAGE: 1846285 3') 


AI239446 






12802 


0.032636 


Ui-H-FH1-bfu-h-22-0-Ul.s1 
NCI_CGAP_FH1 cDNA clone UI-H-FH1 
bfu-h-22-O-Ul 3", mRNA sequence 
/clone=UI-H-FH1 -bfu-h-22-O-UI 
/clone_end;?3' /9b=.BU622323' . 
/gi=23288538 /ug=Hs.406049 ' 
/len=1156 


BU622323 


Hs;406049 




12805 


0.002526 


clone IMAGE:3633i225, mRNA 
/gb=BC0l2758 /gi=15706478 
/ug=Hs.356377/len=1914 


Be012758. 


Hs.356377 
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128G8 


0.020388 


AU159529 JHYR01 eDNA clone 
THYRO1001913 3', mRNA sequence 
/clone=THYR01 001 91 3 /clone_^encl=3' 
/gb=AU159529/gi-1 1021050 
/ug=Hs.331418/len=582 


AU1 59529 


Hs.331418 




12817 


0:020388 


cDNA FLJ39478 fjs, clone 
PROST2013605.7gb=?AK09i5797 
/gi=21 756367 /ug=Hs,372680 / 
/len=2507 


AK096797 


Hs.372680 




12821 


0,007807 


i 8777 Spares fetal liver spleen . 
1NFLS cDNA clone IMAGp998l20122, 
mRNA sequence 

/clone-!MAGp998l201 22_; IMAGE: 1 24 
891 /gb=BX1 18777 /gi=27841 377 
/ug=Hs. 13911 /len=857 


BX1 18777 


Hs:i3911 




12824 


0.002602 


ubiquitin-conjuciating enzyme E2G 1 
(UBC7 C. elegans) (UBE2G1), mRNA 
/cds=(167.679) /gb=?NM_003342 
/gi=21314607 /ug=Hs.78563 /len=2430 


NM^003342 


Hs.78563 


NP_0p3333 


12833 


0.013394 


cDNAFLJ30547 fis, clone 
BRAWH2001439. /gb=AK055109 
/gi=16549767 /ug=Hs.351021 
/len=1830 


AK055109 


Hs.35iq21 




12835 


0.032636 


AGENCOURT18856629 
Lupski_sciatic_nerve cDNA clone 
IMAGE:6200636 5', mRNA sequence 
/clqne=IMAGE:6200636/clone_end=5' 
/gb=BQ947179 ygi-22362657 
/ug=Hs.356605 /|en=127.7 


BQ947179 


Hs.356605 




12854 


0.043799 


EST{cDNA clone IMAGE:2281749 3" 
similar to contains LI . b1 LI repetitive 
element) 


AI862212 






12855 


0.017288 


UI-E-EJ0-aik-i-20-0-Ul.r1 Ul-E-EJO 
eONA clone UI-E-EJ0-aik-i-20-0-U| 5'. 
mRNA sequence /clone=UI-E-EJO-aik-i- 
20-0-UI /clone_end=5' /gb=BM727413 
/gi= 1 9048746 /ug=Hs. 1 1 26 1 9 
/len=1667 


BM727413 


Hs. 112619 




12857 


1.53E-04 


EST(cDNA clone IMAGE:441 3411 5') 


BG034856 






12892 


0.013394 


ESTs. cDNA, 5* end 
/clone=IMAGe: 1 554245 /clone_end=5' 
/gb=AI792925 /gi=5340641 
/ug=Hs. 1 37097 /len=585 _ 


AI792925 


Hs. 137097 




12894 


0.003213 


cDNA FLJ38536 fis, done 

HCHON2001200. /gb=AK095855 
/gi=21755199 /ug=Hs.30089 /len=2950 


AK095855 


Hs.30089 
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12902 


0.011238 

- - ■/■ -. 


ESTs, FLJ25251 fis, clone STM03603 
/cds=UNKNOWN7gb=AK057980 
/gi=165539727ug=Hs.256801 " 
/len=1727 


AK057980 


Hs.25680l 




12926 


0.023945 


clone IMAGE-.4391 558,, mRNA . 
/gb=BC01 7743 /gi=1 7389405 
/ug=Hs.41407/len=2299 


BC017743 


Hs.41407 . 




12936 


0.035177 


clone IMAGE:5263531, mRNA 
/gb=BG037740 /gi=22902216 
/ug=Hs. 18016 /len=5036 


BC037740 


Hs.18016 




12937 


0.012276 


hypothetical protein MGG45586 ' 
(MGC45586), mRNA /ccls=(214.2055) 
/gb=NM J 52603 /gi=22749238 
/ug=Hs.145473 /len=2724 


NM_1 52603 


Hs. 145473 


NP^689816 


12940 


0.023945 


CDNA FLJ31626 fis, clone 
NT2RI2003317. /gb-AK056188 
/gi=16551523 /ug?Hs.375198 
/len==2041 


AK056188 


Hs.375198 . 




12965 


0.032636 


Ul-H-ED1-axy-n-13rO-UI,s1 
NCI_CGAP_ED1 cDNA clone • 
IMAGE;5835468 3', mRNA sequence 
/clone=IMAGE:5835468/clone_encl=3' 
/gb=BQ009853 /gi=1 9734754 
/ug=Hs.438790/len=1069 


BQ009853 

■ ) 


Hs;438790 




12973 


0.023945 


ESTs, cDNA, 3' end 
/clone=IMAGE:2504343 /clone_end=3' 
/gb=AW009340 /gi=58581 1 8 
/ug=Hs.372482 /len=490 ' 


AW009340' 


Hs.372482 




12975 


0.023945 


cDNA FLJ38271 fis, clone 
FG.BBF30p2782, moderately similar to 
Leptin receptor. /gb=AK095590 
/gi-21 754877 /ug=Hs 231895 
/len=2435 


AK095590 


Hs.231895 




12978 


0.020388 


mRNA; eDNA DKFZp667G172 (from 
clone DKFZp667G172)7gb=AL832859 
/gi=21 733443 /ug=Hs.71969 /len=3463 


AL'832859 


Hs.71969 




12987 


0.026797 


AGENCOURT_6653891 
NIH_MGC_1 16 cDNA clone 
IMAGE:5761337 5", mRNA sequence 
/clone=IMAGE.5761 337 /clone_end=5' 
/gb=BM92487p /gi=1 9375249 
/ug-ns.y4oo 1 /len— 1144 


BM924870 


Hs.94881 

















2822 



Genes 
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Spot 


p-yalue 


D scription 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


12997 


0.040751 


UlTH-BI2-9hp-c-07-0-Ul.s1 
NCI_CGAP_Sub4 cDNA clone 
IMAGE:2727541 3', mRNA sequence 
/clone=IMAGE:2727541 /clone_end=3^ 
/gt)-AW293767 /gi=6700403 
/ug=Hs.437871 /len=660 


AW293767 


Hs,437871 


• ■ • ■•. ■ ■ 


12998 


0,002337 


UI-HrEU0-azv-i-13-0-Ul.s1 
NCI_CGAP_Car1 cDNA clone IMAGE: 
5854164 3", mRNA sequence 
/cldni5=IMAGE: 5854164 /elone_end=3' 
/gb=BQ1 81 732 /gi=20357224 
/ug=Hs.442187/len=1042 


BQ181732 


Hs.44?187 

'- ■ 


- ■ •'; ■ ■■ ■ 


12999 


0:036556 


hypotfteticar protein FLJ32440 
(FLJ32440), mRNA /cds=(228,97l) 
/gb=NMj 73685 /gN27734760 . . 
/ug=Hs.344478 /len=1258 


NM_173685 . 


Hs;344478. 


NP^775956 


13004 


0.002096 


ESTs. cDNA, 5' end . , 
/6lpne=IMAGE;5565887 /bldne_end=5' 
/gb=BM806490/gi=19123313 
/ug=Hs. 1 24839 Vlen=1 087 


BM806490 


Hs. 124839 


NP_647603 


13005 


0,012276 


zx55g04.r1 

Soares fetal liver_spleen_1NFLS_S1 
cDNA clone IMAGE:446464 S', mRNA 
sequence /clone=IMAGE:446454 
/clone_end=5' /gb=AA203502 
/gi=1 79921 37ug=Hs.1 92991 /len=952 


AA203502 


Hs.192991 : 




13008 


0.007107 


wc41h02.x1 NCrCGAP_Pr28 cDNA 
clone 1MAGE:2321235 3', mRNA 
sequence /clone=IMAGE:2321235 
/clone_end=3* /gb=AI800041 
/gi=536551 3 /ug=Hs.369733 /len=504 


AI800P41 ■ . 


Hs.369733 




13013 


0.030249 


EST(cDNA clone IMAGE:2542504 3' 
similar to contains Alu repetitive 
element; ) : 


AW057714 / 






13017 


0,007807 


BX1 16697 Nei_CGAP^Co3 cDNA 
clone IMAGp998C232238, mRNA 
sequence 

/Clone=IMAGp998C232238_;JMAGE:9 
01582 /gb=BX1 16697 /gi=27840179 
/ug=Hs.433643 /|en=682 


BX1 16697 


HS.433643: 




13035 


0.049079 


Clone MGC:16614 IMAGE:4111344, 
rhRNA, complete cds /cds={258,998) 
/gb=BC009313 /gi=14424569 
/ug=Hs.37351 5 /len=2052 


BC009313 


IHs;398884 
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$pot 


p-value 


Description " 


Gene 

Accession No. 


Unigene 
Acc ssion 
No. 


Protein 

Accession 

No. 


13036 


0.013394 


UI-H-FG1-bgh-l-12-0.Ul.s1 
NCI_CGAP_FG1 cDNA clone Ul-H- 
FG1-bgh.l-l2-6-Ul 3', mPiNA sequence 
/clone=UI-H-FG1-bgh-l-12-0-UI 
/cIone_end=3' /gb=BU624037 
/gi=23290252 /ug=Hs.416904 . 
/Ien=1160 


BU624037 


Hs,416904 




13040 


0.010277 


Ui;ErEJ1-aji-dr10-0-Ul.s1 UNE-EJ1 
cDNA clone UI-E-EJ1-aji-d-10-0-UI 3', 
mRNA sequence /clone=UI-E-EJ 1 -aji-d- 
1 0-0-UI /clone_endF3' /gb=BM684333 
/gi=18994229 /ug=Hs.17910 /len=1036 


BM684333 


Hs. 17910 




13046 


0.017288 


Novel 'i : " 


SEQ.ID.No. 12 




— -rr 


13048 


0.020388 


no significaritmatch }.■"""' 


SEQ.ID.No.37 






13049 


0.00587 


No significant m^tch 


SEQ.ID.No.42 




... . .... ..-^ 


13069 


0.032636 


EST(PM 1 -HTP422-1 60300-009-al 2 
HT0422 Homo sapiens cDNA, MRNA 
sequence) 


BE1 60886 






13070 


0.012276 


mRNA from chromosome 5q31 -33 
region /gb=AF01 0236 /gi=2707623 
/ug=Hs. i 0323 /len=1 379 


AF010236 


Hs. 10323 




13071 


0.018784 


eDNAFLJ31079 fis, clone 
HSYRA2P01 595.' /gb=AK055641 
/gi=16550421 /ug=Hs.350401 

/len=2188; 


AK055641 


Hs.350401 




13076 


0.035177 


UI-H-BI1-abw-h-07-0-Ul.s1 . 
NCI_CGAP_Sub3 cDNA clone 
IMAGE:2713572 3', mRNA sequence 
/clone=IMAGE:2713572 /clone_end=3' 
/gb^AW1381.11 /gi=6142429 
/ug=Hs.436560 /len=800 


AW138111 


Hs.436560 




13083 


6,56E-04 


No significant match 


SEQ.lD.No.3l 






13085 


1.15E4)4 


No significant match 


SEQ.iaNo.44 






13092 


0.02801 


No significant match. ORF-1(155i-r328) 


SEQ.iP.No.81 






13133 


0.004367 


FLJ33100 fis, clone TRACH2000873 

/cds=UNKNOWN /gb=AK057662 
/gi=1 6553426 /ug=Hs.346406 
/len=2308 


AK057662 


Hs. 181 785 




13134 


6.66E-04 


sine oculis homeobox 2 (Drosophila) 
(SIX2). mRNA /cds=(283, 1 1 58) 
/gb=NM_016932 /gi=21 314676 
/ug=Hs.101937/len=2141 


NM^016932 


Hs. 101937 


NP_058628 


13162 


0.012276 


opioid growth factor receptor (OGFR), 
mRNA/cds=(206,2062) 
/gb=NM_007346 /gi=6671492 
/ug=Hs.67896 /len=2423 


NM_007346 


Hs.67896 


NP_p31372 
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Spot 


p-vaiue 


Description 


Gene 

Accession No; 


Unigene 

Accession 

No. 


Prot in 

Accession 

No. 


13165 


0.007171 


lymphGid enhancer-binding factor 1 
(LEF1), mRNA/cds=(655,i854) 
/gb=NlV!3l6269 /gi=i992345i 
/ug=Hs.44865 /len-3084 


NM_016269 . 


Hs.44865 


NP^057353 


13167 


0,030249 


mannose phosphate isomerase (MPI), 
mRNA /cds=(6. 1277) /gb=NM_002435 
/gi=4505234 /ug=Hs.75694 /len=1771 


NM_002435 


Hs.75694 


NP^002426 


13168 


.0.004367 


clone IMAGE:41 77569, mRNA 
/gb=BC016402./gi=1 9116212 
/ug=Hs.46736 /len=2243 


BC016402 


Hs.46736 




13169 


0:040751 


ATPase. Ca transporting, plasma 
membrane 1 (ATP2B1), mRNA 
/cdS5=(1 82,3844) /gb=NM^00i 682 
/gi=4502286 /ug=Hs.78546 /len=4398 


NM_001682 


Hs.78546 


NP_0Q1673 


13170 


0:p02893 


nucleolar protein family 6 (RNA- 
associated) (NOL6), transcript variant . 
alpha, mRNA /cds=(61, 3501) 
/gb=NM_022917 /gi=22212928 
/ug=Hs.1 83253 /len=4854 


NM_022f17 


Hs.183253 


NP_631981 


13173 


0.040751 


DEAD/H (Asp-Glu^la-Asp/His) box 
polypeptide 5 (RNA helicase, 68kba) 
(DDX5), mRNA/cds=(17i,2015) 
/gb=NM_004396 /gi=1 3514826 
/ug=Hs.76053/len=2325 


NM_004396 


Hs.76053 


NP_004387 


13180 


0.032636 


F-box only protein 7 (FBX07), mRNA 
/cdST(281.1849) /gb=NM_012179 
/gi=15812192 /ug=:Hs.5912 /len=2165 


NM_012179 


Hs.59;i2 


NP_P36311 


13185 


0.020388 


mRNA; cDNA DKFZp667H216 (from 
clone DKFZp667H216) /gb=AL8332P4 
/gi=21 733834 /ug=Hs.356145 
/len=3782 


AL83320f4 


Hs.356l45 




13186 


0.002096 


hypothetical protein DC42 (PC42), 
mRNA /cds=(463. 771) /gb=NM_030921 
/gi:?24475707 /iig=fHs.72805 /len=1632 


NM_p30921 


Hs.72805 


NP_112183- 


13193 


O.d05339 


protein phosphatase 2 (formerlY"2A), 
catalytic subunit, alpha isoform 
{PPP2CA), mRNA /cds=(21 0,1 139) 
/gb=NM 0027157gi=4506016 

/ug=Hs.91773/len=2181 


NM_002715 


Hs.91773 


NP_PP27P6 


13197 


2.45E-04 


similar to rat nuclear ubiquitous casein 
kinase 2 (NUCKS). mRNA 
/cds=(67,558) /gb=NM_022731 
/gi= 1 2232386 /ug=Hs. 1 1 8064 
/len=1811 


NM_022731 


Hs. 118064 


NP_P73568 


, 13199 


0.014599 


HSKM-B protein (HSKM-B), mRNA 
/cds=(23, 1 324) /gb=NM_0201 97 
|/gi=9910273 /ug=Hs.66170 /len=1694 


NM_0201£>7 


Hs.66170 


NP_P64582 
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Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


F»rotein 

Accession 

No. 


13201 


0.043799 


chromosome 21 open reading frame 7 * 
(C21orf7), mRNA/cds=(1 30,858) 
/gb^NM_020i52 /gi=9910145 
/ug=Hs.41 267 /len=1 853 


NM^02qi52 


Hs.41267 


NP^064537 ' 


13203 


0.O4O751 


BeL2/a(Jenovirus E1B 19kDa 
interacting protein 3-like {BNIP3L), 
mRNA /cds=(83,742) /gb=NK/l_004331 
/gi=4757859 /ug=Hs. 1 32955 /len=1 337 


NM_p04331 


Hs. 132955 


NP_004322 


13209 


0.01932 


i?d62d1i:s1 • 
Soares_fetaLheart_N bH H 1 9W cDNA 
clone IMAGE.345237 3', mRNA .' 
sequence /done=ll\/IAGE:345237... 
/clone_end-3' /gb=W72877 
/gi=138,3090/ug=Hs.380971 /len=588 


W72877 

.-. ■ -. i. . ■ ! 


Hs.380971 




:13212 


0-012526 


Hypothetical protein FLJ20060 
(FLJ2p060), mRNA/cds=(72,2078) 
/gb=NM_01 7645 /gi=24431 978 
/ug=?Hs.546l7 /leD:=2884 . 


NM_01:7645 . 


Hs.546.17 ■ 


NP^060115-: 


13230 


0.040751 


ATP-binding cassette, sub-family E 
(OABP), member 1 (ABCE1), linRNA 
/cds=(1 i 8, 1 91 7) /gb=NM_002940 
/gi=4506558 /ug=Hs. 1201 3 /len-3568 


NM^002940 


Hs. 12013 


NP_002931 


13231 


0.047031 


hypothetical protein PR02369 
(PR02369), rtiRNA 


NM_018525 






13236 


0.005325 


glutarhate reteptor, metabdtropic 6 
(GRM6). mRNA/cds=(179,2812) 
/gb=NM_000843 . ... 
/gi=6006006/ug=Hs.24813i /len=6122 


NM_000843 . 


Hs.248i31 


NP_000834 


13237 


,0.040751 


KIAA0635 gene product (KIAA0635). 
mRNA/Gds=(833,3373) 
/gb=NM_014645 /gi=7662215 
/ug=Hs.185q91 /len=5138 - V 


NM_014645 


Hs.1 85091 


NP^055460 


13245 


0.029995 


hyjsothetical pfotein FLJ20618 
(FLJ20618), mRNA /cds=(31 9,726) 
/gb-NM_017903 /gi=8923570 
/ug=Hs.52184 /len=2213 


NM_^017903 


Hs.52184 


NP_060373 


13247 


5.79E-04 


phosphoserine phosphatase (PSPH), 
mRNA /cds=(20,697) /gb=NM_004577 
/gi=21 614545 /ug=Hs.56407 /|en=1432 


NM^004577 


Hs.56407, 


NP^004568 


13278 


0.007107 


601 66081 5Ri NlH_MGC_72cDNA 
done IMAGE:3915843 3\ mRNA 
sequence /clone=IMAGE:391 5843 
/clone_end=3"/gb=BE966810 - 
/gi=1 1772610 /ug=Hs.336116 /len=730 


BE966810 


Hs.336116 
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Accession No. 


UnIg n 

Accession 

No. 


Protein 

Accession 
No. 


13279 


0 015895 


UI-E-EJO-ahr-e-1 1-0-Ul.sl UI-E-EJO 
cDNA clone UI-E-EJ0-ahr-e^11-0-UI 3". 
mRNA sequence /clone=UI-E-EJO-ahr- 
e-1 1-0-UI /clone_end^3' /gi?=BU739063 
/gi=23676884 /ug=Hs.586i68. /Ien=1 345 


80739063 


Hs.58668 




13281 


0.030249 


cDNA FLJ11379 fjs. clone; : 
HEIVIBA1 000469. /gb=AK02l441 
/gi=i 0432627 /ug=Hs.2001 13 
/len-1672 


AK02i441 


H&200113 




13282 


0,024732 


LiSI -interacting protein NUDEL; 
endooligopeptidase A (NUDEL), mRNA 
/cds=(i34,1171)/gb=NM_030808 
/gi=1 3540599 /ug=Hs.3850 /len=2329 


NM^030808 


Hs.3850 


NP_1 10435 


13284 


7.63E-04 


FLJ21 548 fis. clone COL06252 
/cds-UNKNOWN /gb=AK025201 
/gi=1 0437665 /ug=Hs.348999 
/len==2019 ^ 


AK025201 


Hs.348999 


NP_068351 ; 


13290 


0.03788 


cojd shock domain protein A (CSDA), 
mRNA/cds=(195.13l3) 
/gb=NM_003651 /gi?=21 359983 
/ug=Hs. 1 98726 /len=1 931 


NM_003651 


Hs. 198726 


NP_003642 


13301 


0.003947 


far upstream element (FUSE) binding 
protein 1 (FUBPl). mRNA 
/cds=(27.1961) /gb=NM_0039p2 
/gi=17402899/ug=Hs.1 18962 
/len-2325 


NM_003902 


Hs. 11 8962 


NP_;003893 


13307 


;0.p33876 


FAD104 (FAD104), mRNA 
/ccls=(58.3672) /gb=NM_022763 
/gi-27477p58 /ug=Hs.29i9883 
/len=6894 


NM_02i2763 


Hs.299883 ; 


NP_073600 


13315 


■0.002096 


partial RANBP7 gene for 
RanBP7/importin7 and partial ZNF143 

gene 


AJ295844 


F 


■; ' : , " 


13316 


0.005325 


ring finger protein 19 (RNF19). mRNA 
/cds=(31 8,2834) /gb-NM_015435 
/gi=1 9923421 /ug^Hs.48320 /len=435.7 


NM_015435 


Hs.48320 


NP_^056250 


13319 


0.023945 


cDNA FLJ33540 fis, clone 
BRAMY200761 3. /gb=AK090859 
/gi=21749098 /ug=Hs.21213 /len=2030 


AK090859 


Hs.21213 


> 


13327 


0.02801 


transcriptional regulator interacting with 
the PHS-bromodomain 2 (TRIP-Br2), 
mRNA7cds=(298,1242) ■ 
/gb=NM_014755 /gi=7661925 
/ug=Hs.77293 /len=5544 


NM_014755 


Hs.77293 


NP_055570 
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D scription 
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Accession No, 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


13328 


0.006463 

f ■ ■ 


El A binding protein p400, mRNA for 
KIAA1 81.8 protein, partial cds 
(AB05872'1.1)" 


AB058721 


Hs,306094 


NP_056224 


13337 


0.018784 


similar to putative (H. sapiens) 
(LOC122704), mRNA (=AL1 35998.6) 


XM_058647 






13343 


0 025911 


hypothetical protein MGC26914' " 
(MGC26914), mRNA /cds=(148.1809) 
/gb=NM_1 44976 /gi=2 1 699059 
/ug=Hs.202974 /len=2900 


NM_,1 44976 


Hs;202974 


NP_65941.3 


1334.9 


0.022106 


capillary morphogenesis protein 1 
(CIV1G1), mRNA /cds=(620, 1927) 
/gb=NM_025l63 /gi=13376668 . 
/ug=Hs.2886177len=i995 


NM_025'103 


Hs.288617 V 


NP_079379 


13354 


9.43i-04 


catenin, beta like 1 (CTNNBL1);mRNA 
/cds=(95.1786) /gb=NM_030877 
/gi-18644733 /ug?:Hs:178576 ' 

/len=1900 . 


NM_030877; 


Hs. 178576 


NP21 10517 


13355 


0.013394 


mRNA; cDNA PKFZp313E1815 (from 
clone DKFZp313E1815)7gb=AL833098 
/gi=21733689 /ug=Hs. 1 25031 

/len=1937 ' " 


AL833098 


Hs. 125031 




13358 


0.002337 


hypothetical protein MGC1 7943 
(MGC17943), mRNA/cds=(214,564) ' 
/gb=NM_1 52261 /gi=22748614 
/ug^Hs. 1 06390 /ien=;3167 


NM_152261 


Hs:i06390 


NP_689474 


13360 


0.043799 


cDNA FLJ12000 fis. i6lone ■ 
HEMBB1 001531 . /gb=AK022062 
/gi=1 0433382 /ug^Hs.287474 

/len=2675 i 


AK022062' 


Hs.287474 ; 




13380 


0.00587 


similar to HYPOTHETICAL 34.0 KDA - 
PROTEIN ZK795.3 IN CHROIWIOSOME 
iV (MGC19606), mRNA/cds={18,893) 
/gb=NM_03341 6 /gi=1 5529981 
/ug=Hs.91579/len=1074: 


NM_033416 


Hs.91579 ; 


NP_2 19484 


13382 


0.017288 


Similar to zinc finger protein 135 (clone 
pHZ-17). clone IMAGE:5271431. 
mRNA /gb=BC040486 /gi=26996848 
/ug=Hs.5621 /len=4671 


BC04P486 


Hs.5621 




13388 


0.023945 


fos-related antigen DNA, exon 4 


X98050 






13389 


0.012276 


brain protein 44-like (BRP44L), mRNA 
/cds=(1 23,452) /gb=;NM_01 6098 

/gi=7706368 /ug=Hs.1087257len=988 


NM_016098 


Hs. 108725 


NP_057182 


13392 


0.00393 


hypothetical protein FU30162 
(FLJ30162), mRNA/cds=(272,841) 
/gb=NM_1 52731 /gi=22749448 
/UQ=Hs.311163/len==2278 


NM_1 52731 


Hs.311163 


NP_689944 
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Accession No. 


Unigehe 
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No. 


13409 


0:02801 


EST(tc76dd7.x1 Soares_NhHMPuLS1 
clone IMAGE:2070541 3') 


AI38322(3 




NP_006363:' 


13421 


0.043799 


EST(zo63g01;s1 Stratagene panCReas 
(#937208) clone IMAGE:591600 3' 
contains Alu repeat) 


AA1 58759 






13426 


0.006463 


pleckstrin domain contajning, ^mily A 
{phosphoinositide binding specific) 
memberl (PLEKHA1), mRNA 
/cds=(67,1281) /gb-NM_021622 
/gi=1 1055985 /ug=Hs:287836 . 
/len-1410 . . / 


NM_021622 


Hs.287830 


NPACfe7635 


13427 


0.040751 


EST(zi22h02.s1 Scares fetal liver . 
spleen 1 NFLS SI clone 431 571 3') 


AA676353 




NP^060719 


13441 


0.040751 


hypothetical jsroteinFLJ 10769 
(FU10769). mRNA /Cds=(l6,1 187)' 
/gb=NM_018210 /gi=8922653 
/UQ=Hs,8083 /len=2659' 


NM_018210 


Hs.8083 


NP_060680 


13453 


0:023945 


mesoderm induction early re$pbnse 1 
(MI~ER1), mRNA /cds=(234.i844) 
/gb=NM_020948 /gi=24308260 
/ua=ris.222746 /len=4972: ^ 


NM^02p948 . 


Hs.222746 

; 


NP;^Cf65999 


13458 


0.035177 


EST RC3-HT0470-070100-Ori-g03L2 
HT0470 cDNA 


AW580534 






13468 


0.001878 


EST qb30c09.x1 ' 
Soares__pregnant_uterus_NbHPU 
cDN A clone IIVIAGE: 1697776 3' 


AI095772 






13476 


0.035177 


EST(yw27g01.r1 clone 253488 5') 


H89172 






13478 


0.002893 


EST(xd92a04.x1 
Soares_NFLJ^J3BG^S1 clone 
IMAGE:2605038 3') 


AW1 17454 : 




NP_073592 


13484 


0.017288 


hypothetical protein FLJ1 0956 
(FLJ10956). mRNA /cds=(181.675) 
/gb=NM_018283 /gi=8922791 
/ug=Hs. 1 44407 /len=2022 


NM_018283 


Hs.144407 


NP^Ci60753 


13510 


0.004827 


uncharacterized hematopoietic 
stem/progenitor cells protein MDS031 
(MDS031). mRNA/cds=(35,532) 
/gb=NM_018466 /gi=2G070304 
/u3=Hs.110853/len=:1358 


Nl\/I_018466 


Hs. 11 0853 


IMP_^060936 


13513 


0.002337 


EST{PM3-SN0020-270300-001-h08 
SN0020) 


AW865025 




NP_1 15668 


13519 


0.047031 


EST(zr70e01.r1 Soares_NhHMPli_,S1 

cDNA clone IMAGE:668760 5') 


AA23543'2 






13520 


0.003213 


EST(tz32c1lx1 NCI_CGAP_^Ut2 clone 
IMAGE:2290292 3') 


AI631079 




kin * r\~7C\A'^Ci 

NP_07943d 
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Spot 


p-value 


Description 


Gene^ . 
Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


13521 


0.030249 


RAP2A, member of RAS ohcpgene 
family (RAP2A), mRNA /ccls={1 8,569) 
/gb=NM_021 033 /gi=251 88202 
/ug=Hs.301746 /lenr=2943 


NM_021033 


Hs;301746 


NP_066361 


13530 


9.43E.04 


synaptic nuclei expressed gene 1 
(SYNE-1), transcript variant beta, 
mRN A 7cds=( 1 2 1 , 1 0086) 
/gb=NI\/l^015293/gi=19526752 
/ua=Hs. 1 921 02 7len=1 0742 


NM_015293 

. J - ' 


Hs. 1921 02 


Kin CC\Q A A A 

NP_598411 


13548 


0.020388 


EST8441 5 Colon adenocarcinoma IV 


AA372489 


-rr V-..,. ■ ■■ , 




13553 


0.004367 


EST(zw7 1 a05. r 1-Soares jestis_NHT 
cDNA clone IMAGE:781616 5' similar 
to contains Alu repetitive element) 


AA432328 






13554 


0.001459 


cyclin M3 (CNNM3), mRNA , 
/cds=(99, 1 247) /gb=NM_01 7623 : 
/gi=2qi27562 /ug=Hs.44095 /len=2234 


NM_Q17623 


Hs.44095 


NP^P!$069$ 


13555 


0.009388 


hypothetical protein FL J 10700 \ 
(FLJ107D0), mRNA /ccls=(184,1872) 
/gb=NM__018182/gi=8922595 
/ug=Hs.295909 /len=3434 ^ : 


NM^018182 


Hs.295909 


NP_060652 


13561 


0.015895 


EST (yr44h03.s1 Scares fetal liver 
spleen 1NFLS IMAGE:2081811 


H62537 






13568 


0.035177 


clone HQO477 PRO0477p {LOC512p4). 
mRNA /cds=(201, 1094) 
/gb=NM_016360 /gi=27545314 
/ug=Hs.174134/ien=1491 


NM_01636p 


Hs. 1741 34 


NP_057444 : 


13569 


0.011238 


EST(tu41c1p.x1 NCLC6AP„Pr28 
cDNA clone iMAGE:2253618 3' sihiilar 
to contains Alu repetitive element;) 


AI686385: 




■ ■" ■•" : 


13570 


0.012276 


601445486F1 NIH_^MGC_65 cDNA 
clone IMAGE:3849740 5\ mRNA 
sequence /c!one-IMAGE:3849740 
/clone_encl=5 /gb=BE868854 
/gi=10317630 /ug=Hs.314370 /len=754 


BE868854 : 


Hs.314370 




13582 


0.002893 


mRNA; cDNA DKFZp586M1819 (from 
clone DKFZp586M1819) /cds=(1,795) 
/gb=AL834?55 /gi=21 739805 
/ug-ns.ooo/op /len.s'l /zo 


AL834255 


Hs.355753 


NP_848934 


13592 


. 0.008566 


hypothetical gene supported by 
XM_b74528 (LOCI 23829). mRNA 


XM_074528 






13599 


0.007107 


mRNA; cDNA DKFZp313E1012 (from 
clone DKFZp313E1012) /gb=AL832661 
/gi=21 733237 /ug=Hs.94694 /|en=3233 


AL832661 


Hs.94694 
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Genes Correspondinq To Differentially Expressed Genes in Figure 20 r RA 




Spot 


p-vaiue 


Descriotibn 


Gen 

Accession No. 


Unig ne' 

Accession 

No. 


Prot in 

Accession 

No. 


13600 


0.006463 


Cdc42 guanine nucleotide exchange 
factor (GEF) 9 (ARHGEF9), mRNA 
/cds=(802,2352) /gb=NM_015i85 
/gi=:76621 07 /ug=Hs. 54697 /len=541 3 


NM_015185 


Hs.54697 


NP_056000 


13602 


0025911 


UI-1-BG1p-asi-a-02-0-Ul.s1 
NCI_CGAP_PI3 cDNA clone UI-1-BC1p 
asl-a-02-b-UI 3', nriRNA sequence 
/cione=Ulr1-BC1p-asl-a-02-0-UI 
/clone end=3' /gb=BQ01 1 545 
/gi=1 9736446 /ug=Hs.361 171 
/len=1143 


BQ0il545 


Hs.361171 




13608 


0.043799 


inositol polyphosphate-1 --phosphatase 
(INPP1), mRNA /cds=(304,1503) 
/gb=NI\/l 002194 /gi=4755138 ' 
/ug=Hs.32309/!en=1682 


NM_002194 


Hs.32309 


NP_002185 ■ 

J- 


13612 


: 0.03788 


poly(rC) binding protein 2 (PCBP2)r " 
transcript variant 1v mRNA 
/cds=(89- 1 1 89) /gb=NM_0P5pi 6 
/gi=1414'l 167 /ug=Hs.63525 /len=1362 


NM1.0Q5016 ' 


Hs.63525 ' 


NP_i^4366 : 


13628 


0,043799 


hypothetical protein FLJ22378 
(FLJ22378), mRNA /cds=(52,564) 
/gb^NM_025078/gi=1 3376629 ■ 
/ug=Hs.288284 7len=2143 


NM_025078 


Hs.288284 


NP_079354 


13634 


0.002337 


riori-SMC. (structural maintenance of 
chromosomes) element l protein 
(NSE1), mRNA /cds=(24.794) ' 
/gb=NMJ45080/gi=21 489972 
/ua=Hs 284295 /len=992 


NM_145O80 


Hs.284295 


NP_659547 


13647 


0.008677 


signal transducer and activator of 
transcription 3 (acute-phase response 
factor) (STAt3), transcript variant 1 . 
mRNA /cds=(24 1,2553) 
/gb=NiVI_1 39276 /gi=21 61 8339 
/ug=Hs.321677 /len=3455 


MM J 39276 


Hs.321677 


NP_644805 ~ 


13654 


4.50E-04 


hypothetical protein LOC92597 
(LOC92597), mRNA/cds=(151,801) 
/gb=NM_1 73468 /gi=27735028 
/ug=Hs.31422 /len=6956 ' 


NM_1 73468 


Hs.31422 


NP1775739 


13659 


0.035177 


hypothetical protein (HSPC016), mRNA 
/cds=(39.233) /gb=NM_015933 
/gi=7705430 /ug=Hs.397853 /len=384 


NM_015933 


Hs.397853 


NP_057017 


13661 


0.001878 


KIAA1 198 protein, partial cds 
/cds=UNKNOWN /gb=AB033024 
/gi=6330393 /ug^Hs. 175475 /len=6090 


AB033024 


Hs.1 7.5475 
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Gen s Corresponding To Differentially Expressed Genes in Figur 20 - RA 




Spot 


p-yalue 


0 scriptiph 


Gen 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


13681 


0;005325 


mRNA; cDNA DKFZp547M072 (from 
Clone DKFZp547M072) /gb=AL512725 
/gi=i22248687ug=Hs.3a0870 
yien=2791 


AL512725 , 


Hs.300870 


NP_796375 . 


13699 


0.001878 


KIAA1593 protein, partial cds 
/cds=UNKNOWN/gb=AB046813 
/gi=10047260 /ug=Hs.11123 
(=PKFZP564G092 protein) . 


AB046813 


Hs.11123 


NP_056416 • 


13700 


0.002096 

, t ■ ' 


t)J467N1 1.1 protein, FLJ1 3127 fis, 
clone NT2RP3002911 a 
/cds=UNKNOWN /gb=AK023189 
/gi=1 0435003 /ug=Hs. 14391 7 ' 
/len=3073 - 


AK023189 


Hs.1439i7 


NP_071374-^ 


13713 


0.029005 


heterogeneous nuclear 
ribonudeoprotein H2 (H') (HNRPH2), 
mRNA /cds=(79.1428) /gb=NM_6l9597 
/gi=14141155 /ug=Hs.278857 
/len=2220 


NM_p19597 


Hs.278857 


NP^062543 


13716 


0.004358 


chrompspme 15 open reading frame 12 
(C15orf12), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(48,602) /gb-NM_018285 
/gi=8922793/ug=Hs.6118/len=1115 : 


NM_018285 : ■ 


HsTeilS 


NPlj^0607^5'^' 


13739 


0,043799 


hypothetical protein LOG55580 :", 
(LbC55580), mRNA /cds=(759;2987) 
/gb=NM_017571 /gi=8923837 
/ug=Hs.2541 22 /len=31 09 


NM_01757i ■ 


Hs.254122 


NP_q60O4l- 


13752 


3 04E-04 


V-ets erythroblastosis virus E26 
oncogene honiolog 1 (avian), eDNA 
FLJ1 0768 fis. clone NT2RP40001 50 
/cds=UNKNOWN /gb=AK00l630 
/gi=7023001 /ug=Hs^18063 /len=2833 


AK00163d 


Hs. 18063 ' 


NP3Q5229 " 


13771 


0.040751 


HERV-H LTR-associating 1 (HHLAI ), 
mRNA/cds=(899,2065) . 
/gb=NM_005712 /gi=5031738 
/ug=Hs.285026 /len=2290 


NM_005712 


Hs.285026 


NP_005703 


13789 


0.043799 


CDNAFLJ31372 fis, clone 
NB9N42000281. /gb=AK055934 
/gi=16550786 /ug=Hs,89388 /len=2606 


AK055934 


Hs.89388 




13790 


0.014599 


membrane-spanning 4-domaihs, 
subfamily A, member 4 (MS4A4A), 
transcript variant 1 , mRNA 
/cds=(144.806) /gb=NM_024021 
/gi=20070327 /ug=Hs. 325960 
/len=1619 


NM_024021 ' 


Hs.325960 


NP_683876 
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Genes Corresponding To Oifferehtlally Expressed Genes in Figure 20 - fRA 




Spot 


p-yaliie 


Description 


Gene 

Accession No. 


Unigeiie 

Accession 

No. 


Protein 

Accession 

No. 


13793 


0.02801 


FLJ 1 2671 Hypotiietical protein, mRNA; 
cDNA DKFZp434i\/l01 1 (froni done 
bKi=Zp'434M6l 1 ) /cds=UNKNOWN 
/gb=AL096734 /gi=5419867 
/ug=HS.301 904 /len=31 80 


AL096734 


Hs. 301 904 


NP_1 12242 

. ] 


13794 


0.03788 


myosin VI (MY06), mRNA ' 
/cds=(140,3997) /gb==NIW_004999 
/gi=4826845 /ug=Hs.1 18483 /len-5212 


NMj.004999 \ 


Rs.1 18483 


NPl(Dq4990 


13795 


0.030249 


hypothetical protein FLJ2 1302 
(FLJ21302), mRNA /cds=(91, 1203) 
/gb=NIVI^022901 /gi=12597640 
/ug=Hs. 128071 /len=3160 ' 


iyM_022901 


Hs. 128071 


NP_075052 


13801 


0.032636 


prbteasome (prosonie.'macrppain) 
subunit, alpha type, 4 (PSMA4), mRNA 
/cds^{1 37,922) 7gb=NM^002789 
/gi=231 10940 /ug-Hs.251 531 
/lenFl189 / 


NM_002789 . 


Hs.251531 


NP_002780 


13803 


0.001193 


Rho-related BTB domain containing 3 
(RH0BTB3), mRNA /cds=(336.2171) 
/gb=NM_014899 /gi=7662355 
/ug=Hs.10432/len=4099 


NM_01 48.99 


Hs.10432 


NP_055714 : 


13809 


0.004825 


likely ortholog of mouse limbrtiud and 
heart gene (l-BH). mRNA 
/cds={21 3,530) /gb=NM_03091 5 
/gi=13569871 /ug=Hs. 57209 /len-295^ 


NM_030915 


Hs.57209 


NP312177 


13811 


0.008566 


hypothetical protein FLJ20360' ■ 
(FLJ20360), mRNA/cds=(80,2305) 
/gb-NM_017782 /gi=8923334 
/ug^Hs.26434 /len=3041 


NM_^017782 


Hs.26434 


NPj_060252 


13827 


0;032636 


proteasome (prosome, macropain) 26S 
subunit, ATPase, 1 (PSMC1), mRNA 
/cds=(49,1371) /gb=NM_002802 
/gi=24430150 /ug=Hs.4745 /len-1586 


NM^0p2802 


Hs.4745 


NP_002793 


13839 


0.043799 


TEA domain family member 1 (S\/40 
transcriptional enhancer factor) mRNA; 
cDNA DKFZp434N 1 435 (from clone 
DKFZp434N1435) /cds=UNKNOWN 
/gb=AL1 33574 /gi=65991 53 
/ug=Hs.42458 /len=4459 


AL133574 


Hs.42458 


NP_^068780 


13840 


0.035177 


FLJ1 1292 (FLJ1 1292) hypothetical 
protein, mRNA /cds=(1 50,614) 
/gb=NM 018382 /gi=8922980 
/ug=Hs.272246 /len=1948 


NM_018382 


Hs.a72246 


NP_060852 
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G nes CorresDondinq To Differentially Expressed Genes in Figure 20> RA 






P'Vcilue 


Liescripuon 


Accession No. 


Accession 
No. 


'rbtein 

Accession 

No. 


13859 


0,040751 


BIB domain protein (BDPL) mRNA. 

nartial rHc /rHQ=l IMKNinW/M 
pdi Udi /uup^vjiNrviNW V V IN 

/gb=AF353674 /gi=1 3785925 
/ug=Hs,7367/len=1887 / 


AF353674 


Hs.7367 


N.P_1 50374 ' 


13875 


0.002893 


NME7 (NME7), mRNA/cds=(93.1223) 
/gb=NM_01 3330 /gi=72421 58 
/ug=Hs.274479 /len=1475 


NM_013330 


Hs:274479 


NP_037462 


lOO/D 




NIh1mGC_141 cDNA clone 

IlviMot.DODO 1 yo 0 , rnr\iMA seCjUciiCt; 

/clone=IMAGE:!55651 96 /cIone_endf 5* 

/nh— Rl I'^'^RRTO' /ni— OOftAT1 1^ ■ 
/gp—KUOODOi 4 '9'"^'^^"^' ' 

/ug?Hs.380933 /jen=12l75 


Dl l*;QRfi79 
DVJoOQD/ Z 




■ K J 


13878 


0.030249 


EST{yrl8g03.r1 cDNA clone 205684, 5') 


H63006 






13910 


0.011238 


EST(wm 1 6d01 xl NCI_CGAP_Ut4 
cDNA clonelMAGE:2436097 3') 


AI887638 






1 OaZo 




mDMA for ■ 1^1 A A "i 7'\A orofoin r\ortioI . 
iTiiaINM TOr rxlrVM 1 / »J*+ {JlUlcnl, pdlLlal 

cds. /cds=(32,1816) /gb=AB051541 
/gi=1 2698052 /ug=Hs.28501 /len=4088 


ARn^iM.1 


np.^opu. 1 


MPJ203755v 


1 oyoo 




clone IMAGE;2001314 3' contains Alu 
and MER4 repeat) 


AlOOOr IZ 




- t 


13935 


0.003213 


CD68 antigen (CD68), mRNA 
/cas-(io,iuoUj /go— iNiVi__uu i4i)T 
/gi=4557434 /ug=Hs.24638iVlen=n 


Nl\/I_001251 


Hs.246381 


NP_0p1242 


13947 


0.04244 


5-3' expribonuclease 2 (XRN2); mRNA 
/cas— ^oD.zyooj /go— Nivi^^u izzop 
/gl=18860915/ug=Hs.268555 ' 
/len=3445 


NM_pi2255 


Hs.268555 


NPl.02te387 


13950 


0.002893 


hypothetical protein FLJ10330 

/PI HO'^'^rW mPNA /rrlc-/77 1717\ 

/gb=NM_018061 /gi=8922357 
/ug=Hs,342307/len=3239 - 


NM^018061 


Hs.342307 


NP_060531 


13952 


0;005325 


cDNA FLJ13342 fis. clone 
OVARC1 001950 /ab=AK023404 
/gi=1 0435328 /iig=Hs.2558.90 
/len=2490 


AK023404 


Hs.255890 




13955 


0.035177 


CDNAFU32123 fis. clone 
PEBLMI060174, /gb=AK056685 
/gi=16552158 /ug=Hs.349397 
/len=2326 


AK056685 


Hs.349397 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


13956 


0.010277 


zh79h09-s1 

Soares_fetalJiver_spleen_1 NFLS_S1 
cDNA clone IMAGE:418337 3', mRNA 
sequence /clone=IMAGE:418337 
/clone_,encl=3' /gb=VV92715 
/gi=1421867 /ug=Hs.59358 /ten=397 


W92715 


Hs.59358 




13973 


0.021 


Wd4.0a10.x1 Soares_NFL_T_GBC_S1 
cDNA clone IMAGE:2330586 3', mRNA 
sequence /Glone=IMAGE:2330586 
/clone_end=3' /gbf=AI68863 1 
/gi=4899925 /ug=Hs.224625 /len=639; 


AI688631 


Hs.224625 




13982 


V 0.00587 


EST(nv54h12 r1 NCLCGAP Ewl 
cDNA clone IMAGE: 1233671) 


AA721522 






13983 


0.004825 


EST(zh93h04:r1 ; 

Soares_feta!Jivepr:spleen 1NFLS SI 
cDNA done iMAGE:428887 6') 


AA004789 


. - 




14011 


0.01045 


tm42d10.x1 NCLCGAP^KidlT cDNA 
clone IMAGE:2160787 3;, mRNA ; 
sequeriW /clone=l MAGE:2 1 60787 
/clone_end=3* /gb=AI498708 
/gi=4390690 /ug=Hs.1708497len=453 


AI498708 : 


HS.17Q849 




14020 


0.002337 


EST (EST38532$ MAGE resequences, 
MAGMcDNA) 


AW973230 






14021 


;4.50E^04 


UI-E-EJO-ahg-ir09rO-UI;r1 UI-E-EJO 
cDNA clone Ul-E-EJ0-ahg-j-O9-O-UI 5\ 
mRNA sequence /clone=UI-E-EJO-ahg- 
j-09-O-UI /clone_end=5' /gb=BM712784 
/gi=1 9026042 /ug=Hs.278378 
/len=1255 


BM712784 


Hs.278378 . 




14027 


0.012276 


601659091 R1 Nl H^MGG j70 cDNA 
clone IMAGE:3895678 3\ mRNA 
sequence 7clone=IMAGE:3895678 
/clone_end=3' /gb=BE?65912 
/gi=1 1 770773 /ug=Hs.394354 
/len=1440 


BE965912 


Hs.394354 ; ' 




14032 


0.012276 


cDNA sequence (cDNA sequence 
FLJ11736 fis, clone HEMBA1005468) 


AK021798 






14061 


6.56E-Q4 


cDNAFLJ14201 fis, clone. 
NT2RP3002955. /gb=AK024263 ' 
/gi=10436597 /ug=Hs.193063 
/len=4077 


AK024263 


Hs. 193063 




14062 


0.018784 


P1-Cclc21 mRNA /cds=(1, 2774) 
/gb=X74794 /gi=683749 
/ug=Hs. 1 54443 /len=3273 


X74794 


Hs. 154443 




14065 


0.017288 


EST(tg92b12.x1 NCLCGAPXLLi 
IMAGE:2116223 3') 


AI401293 
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Genes Corr spending To Differentially Expressed Genes in Figure 20 - 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


14066 


0.040751 


cDNA sequence FLJ13663 fis, clone 
PLACE1011646, highly similar to 
H.sapiens clone 


AK023725 




NP_003817 

■ . 


14069 


0.012276 


EST np77cG6.s1 Nei_CGAP_Pr2 
gDNA clone ll\/IAGE:1132330 similar to 
contains Alu repetitive element; 


AA6228097 






14080 


0;047031 


ESt(af08g07.s1 Scares testis_NHT 
cDNA clone IMAGE:1031 100 3') 


AA610081 






14087 


0.003563 


EST ab74g12.s1 Stratagene fetal retina 
i937202 H. sapiens cDNA clone 
IMAGE:852742 3' 


AA668159 V 




NP_054767 


"14092 


0.005898 


hypothetical protein DKFZp434Ki421 
(DKFZP434kl421 ).; mRNA 
/cds=(29,1705)/gb=NM_032141 : 
/gi=14149806 /ug=Hs.374609 
/len=2547 


NM^032141 


Hs.374609 


NP_1 15517 


14093 


0.001501 


v-myc ifiyelocytomatosis viral oncogene 
(avian) (MYe)i mRNA /cds=(559. 1878) 
/gb=NM_062467 /gi=12962934 
/ug=Hs.79070/len=2121 . . 


NM_00?497 


Hs.7907d 


NP_,d0245S ■ 


14102 


o.doTBpi 


ribosomar protein L13a (RPL1?A), "> 
mRNA /cdS=(23,634) /gb=NM_01 2423 
/gi=14591905 /ug=Hs.389335 
/len=1142 ' 


NM_0i242l^ 


Hs.3893'35 ; 


NP^d36555 


14105 


0.004367 


Kruppel-like factor 12 (KLF12), 
transcript variant 1 ■ mRNA . 
/cds=(1 99, 1407) /gb=NM_007249 
/gi=21 071 073:/ug=HSi2351 0 
/len=10891 


NM_a07249 


Hs.23510 


NP^057369 


14107 


'0;009388 


601660660R1 NIH_MGC_72 cDNA ' 
clone IMAGE:391 5686 3', mRNA 
sequence /clone=IMAGE:3915686 
/clone_end-=3' /gb=BE967103 
/gi=i 1773230 /ug=HS;39469.6 /len=842 


BE967103 


Hs.394696 

■ ■"■ 




14108 


0.001501 


EST (381219 MAGE resequences 
MAGK) . 


AW969142 






14112 


0.00587 


BX094467 Scares fetal liver spleen 
1NFLS cDNA clone iMAGp998J03121, 
mRNA sequence 

/elone=IMAGp998J03121 ;JMAGE;12 
4514 /gb=BX0'94467 /gi=27827126 
/ug=Hs.122140/len=8d5 


BXG94467 


Hs. 122140 




14121 


0.032636 


spindlin-like protein 2 (SPIN2), mRNA 
/cds=(494. 1 1 92) /gb=NM_01 9003 

/gi=9506850 /ug=Hs.82577 /len-2483 


NM_019003 


Hs.82577 


NP_061876 


: 14127 


0.032636 


EST (zs23c1 1 rl NCI_CGAP_GCB1 
cDNA clone IMAGE:686036 5') 


AA262101 




NP_002712 
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Genes Correspondina to Differentially Expressed Genes in Figure 20-1^ 




Spot 


p-value 


Description 


G ne 

Accession No. 


Unigene 
Accession 

No^ 


Protein 

Accession 

No. 


14133 


0.002893 


ox08a07.x1 

Soares_fetaNi\/er__spleen__1 NFLS_S1 
cDNA clone IMAGE: 1655700 3'. mRNA 
sequence /clone=IMAGE: 1655700 
/clone^end=3' /gb-AI023766 
/gi=?3238810 /ug=Hs.434976 /Ien=432 


AI023766 


Hs.434976 




14134 


0.022106 


EST (602302386F1 NIH_MGG_87 
cDNA clone 1MAGE:4403877 5') 


?G034307 




NP_001943 . 


14137 


0.004367 


ribosomal protein 84, X-linked 
(RPS4X). mRNA/cds=(36.827) 
/gb=NM_001 007 /gi=1 7981 705 
/ug=Hs.3899337len=916 


NM_P01007 


Hs.389933 


MP_000998 


14144 


0.020388 


EST (AU143964 HEMBA1 bDNA clone 
HEMBA1000519 3') 


AU143964 


■ ■ . ■ 


NP_057535 


14145 


0.043799 


nnitoGhondrion; complete genome 


NC_001807 " 






14157 


0.023945 


EST(ye79b12r1Soares fetal" liver 

spleen INFLS cDNA clone 

IMAGE: 123935 5') \ : : 


R01617 






14161 


0,039408 


EST (RC3-Ht0600r 1:30400-01 3-h06 
HT0600) 


BE1 78244 






14168 


0.04075.1 


7j81h05.x1 - r: 

Soares_NSF_F8_9W_OT_^PA_P_S1 

cDNA clone. IMAGE:3392889 3\ mRNA 

sequence /cIohe=IMAGE: 3392889 

/clone__ehd=3' /gb=BF055560 

/gi=i 0809456 /ug=Hs.:298968 /Ien=5q6 


BF055560 : 


Hs.298968 




14170 


0.00587 


EST (nf20b09.s1 NCLGGAP_Pr1 
cDNA Clone IMAGE:Sf 14297) 


AA572847 






14171 


0.010277 


nz80g08.s1 NCLCGAP^GCBI cDNA 
clone IMAGE: 1301 822 3'. mRNA 
sequence /clohe=|MAGE: 1301 822 ' 
/clone_end-3' /gb=AA767226 
/gi=2818241 /ug=Hs.368058 /len=542 


AA767226 


Hs.368058 




14174 


0.001501 


mitoGhondrion, complete genome 


NC 001807 






14175 


5.58E-05 


ribosomal protein, large, PI (RPLP1), 
mRNA /cds=(1 30.474) /gb=NM_001003 
/gi=1690551 1 /ug-Hs.424299 /len=512 


NM^001003 


Hs.424299 


NP_000994 

* 


14177 


.0.014946 


hypothetical protein BC008207 
(LOC92345), mRNA/cds=(195,1679) 
/gb=NM_1 38386 /gi=1 9923910 
/ug=Hs.267130/len=1919 


NM J 38386 


Hs.267130 


NP^6i2395 


14184 


0.00168 


EST(clone IMAGE:2509657 3') ' 


A1955713 






14186 


0;040747 


EST (QV2-HT0577"090500-212Tf02 
HT0577CDNA) 


BE175330 
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Genes Correispondinq To DifferentialW Expr0$sed Genes in Figure,2^^^ 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


14187 


0.003213 


EST(RC5-HT058 1 -2 10300-02 1-B05 
HT0581) - : 


BE 175638 






14199 


0.014599 


EST(HS-1029-A1-B05-MF.abi CIT 
Genomie Sperm Library G genomic 
clone) 


B35426 






14205 


0,007107 


hypothetical protein DKFZp761B15l4 
(DKFZp761B1514), mRNA ; 
/cds=(73,1029) /gb=NM^032288 ; 
/gi=141500327ug=Hs.177537 
/len=3453 ^ 


NM_032288 


Hs. 177537 


NPJ 15664 


14209 


Q.020388 


BX109160 Spares_NhHWPu_S1 cDNA 
clone lMAGp998H024744, mRNA 

sequence-'; ■ ;., 
/clone=IMAGp998H024744_;JMAGE: 1 
933489 /gb=BX109160 /gi=27877586 ; 
/ug?Hs.308982 /len=483 ■ ; 


8X109160 


Hs.308982 




14217 


0;64244 


sirtiilar to C'G3714 gene product 
(PP3856), mRNA7cds=(697,1098) , 
/gb=NM_145201 /gi-24475828 
/ijg=Hs.333388/len=1198 v 


NM;^145201 


Hs.333388 


NP_660202 : 


14219 


0.014599 


cDN A FU37978 fis, clone 
CTbNG2010348= /gb=AK095297 
/gi=21754529 /,ug=Hs.381207 
/len=3284 


AK0.95297 


Hs.381207 




14225 


0.02801 


clone 23933 mRNA sequence 
/gb=U79273/gi=1710239 
/ug=Hs.239483 /len=1440 


U79273 


Hs.239483 




14229 


7.41 E-04 


EST(cDNA clone IMAGE:4705591 5' ) 


BG574776 




NP 060713 


14230 


0,003213 


mRI^IA; cDNA pKFZp313K1012 (from" 
clone DKFZp313K1012) /gb=AL832666 
/gi=21 733242 /ug-Hs.99480 /len=3759 


AL832666 


Hs.99480 




14238 


0.047031 


UI-H-BI3-^ikh-b-10rO-Ul.s1 . " 
NCi_CGAPi:Sub5 cDNA clone 
IMAGE;2734051 3", mRNA sequence 
/clone=IMAGE;2734051/clone_end^3' 
/gb=AW449245 /gi=6990021 
/ug=Hs.438347 /len=707 


AW449245 


Hs.438347 




14243 


0.003947 


cDNA FLJ36574 fis, clone 
TRACH2012376. /gb=AK093893 
/gi=2 1 752845 /ug=Hs.356595 
/|en=1952 . . 


AK093893 


Hs.356595 




14244 


0.010277 


cpN A FLJ1 1946 fis. clone 
HEMBB1 000709. /gb=AK022008 
/gi=10433321 /ug=Hs.323231 
/len=3241 


AKG22008 


Hs.323231 
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Genes 


Correspbndina To Differentially Expressed Genes in Figure 20 - 


RA 




Spot 


p-yalue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


'14245 


0.017288 


hypothetical protein FLJ32894 
{FLJ32894); rhRNA /cds=(50.550) 
/gb=NIVI_144667 /gi=21 389550 
/ug-Hs.350668 /len=1 71 0 


NWi_1 44667 . 


Hs.350668 


NP_653268 


14249 


0.02801 


mitochondrion, complete genome 


NC 001807 






14253 


0.001062 


BX099231 

Scares Jotal_fetus_Nb2HF8_9w cDNA 
clone iMAGp998J031903,mRNA 
sequence ' 
/cione=IMAGp998J031903_.JMAGE.7 
73090 /gb=BX099231 /gi=27843988 
/ug=Hs.155766/len=766 ' 


BX099231 


Hs.155766 




14255 


0.02801 


EST \wt25d05.x1 NCl_CGAP_Ut1 
cDNA clone !MAGE:2508489 3' similar 
to contains Alu repetitive 
element; contains Ll.tt L1 repetitive 
element ; 


AI962961 






14262 


0.014599 


mRf!JA for KIAA1 965 protein. 
/cds=(1,1699) /gb=AB075845 
/gi?^1 8916817 /ug=Hs.71730 /ieh=4299 


AB075845 


Hs.71730 ; 




14263 


Q.018784 


mRNA; cQNA DKFZp451 M21 1 9 (from 
clone DKFZp451M2119) /gb=AL83f3088 
/gi=21 733679 /ug=Hs.31 3295 . 
/Ien=5234 ■ 


AL833088 


Hs.313295 : 




14269 


0.005325 


ESTs, cDNA. 5' end 
/cione=iMAGE:3928684 /clone_end=5' 
/gb=BE745453 /gi=10159445 
/ug=Hs 133213 /len=1 196 . 


BE745453 


Hs. 13321 3 


. ... ■ ■ . 


14270 


0,023945 


clone FLC0593/cds=UNKNOWN 
/gb=AF113701 /gi-6855635 
/ug=Hs 346911 /len=1 562 


AF1 13701 


Hs.346911 , 


NP_000974 


14272 


0.001193 


nuclear protein double minute 1 
(MDMI ), mRNA /cdss(93,2237) . 
/gb=NM_017440 /gi=24586654 
/ug=Hs. 12871 /len=2942 


NM_^017440 


Hs.12871 


NP_064513 


14279 


0.004825 


AL535026 LTi_FL013_FBrn1 cDNA ' 
clone eS0DF007YJ21 3 prime, mRNA 
sequence /clone=CS0DF007YJ21 
/clone_end=3' /gb=AL535026 
/gi=12798519 /ug=Hs.268474 ./len=921 


AL535026 ' 


Hs.268474 




14282 


0,003947 


EST(NIH _MGC_77 cDNA clone 
IMAGE.4694104 5' ) 


BG541966 
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Genes Corresponding to Differentially Expressed d nes in Figure 20 - RA 




Spof 


p-^value 


Pescriptioh ■ , 


Gene 

Accession No 


Uhigen 

Accession 

No. 


Protein 

Accession 

No. 


14283 


0.011238 


ESTs, cDNA;^ 5' end /elohe=GLCCSC04 

/done^end=5'/gb=AV720392 

/gi=1 081 7544 /ug-Hs.293568 ("ESTs, 
Weakly similar to AF1 16721 112 
PR02738) 


AV720392 


Hs.293568 




14284 

J. 


7.39E-05 


hypothetical protein FLJ23751 
fFLJ23751V rnRNA/cds=(121 1563^ 
/gb=IMM J52282 /gte22748648 
/ug=Hs.37443 /len=?2994 ., 


NM_1 52282 


Hs. 37443 


NP_689495 


14285 


0,035177 


Clone IMAGi:4817835, mRNA. partial 
cds /cds=M 636V/ab=BG040679 

/gi=26251822 /ug=Hs.21349 /len=3331 


BC040679 : 


Hs.2134|9 




14286 


0.003183 


mRNA; cDNA DKFZp434J214{from 
clone DKFZd434J214V bartial eds 
/cds=(1 ,1082) /gb=AL0801 56 
/gi=5262614 /ug=Hs.12813 /len=2749 


AL080156 


Hs.12813 


NP^056323 


14288 


0.001339 


small acidic protein (SMAP), rriRNA 
/cds=(1 37,688) /gb=NM_014267 
/gi=20070245 /ug=Hs.78050 /!en=1504 


NM_^014267 


Hs.78050 


NP_,O55082 


14298 


0.025911 


AGENCOURT_8228,579 
Lupski dorsal root ganglion cDNA 
clone IMAGE:61 81 947 5', mRNA . 
seauence /clone=IMAGE'6181947 
/Clbne_end=5' /gb=BQ893981 
/gi=22285995 /ug=Hs.71 71 9 /len=969 


BQ893981 


HsJl719 




14299 


0.003563 


cDNA FLJ12106fis, Clone 
HEMBB1 002702 /ab=AK0221 68 
/gi=1 0433503 /ug=Hs.296699 
/len=2268 .. V 


AK022168 


Hs.296699 




14303 


0.023945 


CDC26 suburiit of anaphase promoting 
comolex fCDG26) mRNA 
/Gds=(360.617)/gb=NM_1 39286 
/gi=22027503 /ug=Hs.3991 /len=885 


NM_1 39286 


Hs.399l 


NP_644815 


14304 


0.002337 


cDNA: FLJ23111 fis, done LNG07835. 
/gb=?AK026764 /gi=1 0439690 
/ug-Hs.268231 /len=2263 


AK026764 


Hs.268231 




14305 


0.009388 


hh32h11.xi NCI:_CGAP_Lu24 cDNA 
done IMAGE:2956869 3', mRNA 
sequence /clone-IMAGE;2956869 
/done_end=3' /gb?:AW615336 
/gi=7320522/ug=Hs.28l2l5/len=391 


AW615336 


Hs.281215 


- ■ , 


14307 


0.047031 


EST(cDNA clone IMAGE:6104513 5'.) 


BQ429184 
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Genes Corresponding To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


14309 


0.004367 


Wk71e10.x1 NCrCGAP_^Pan1 cDISIA 
clone |MAGE:2420874 3', mRNA 
sequence /clone=IMAGE:2420874 
/clone_end=3'/gb=AI815141 . 
/gi=5426356 /ug=Hs.230542 /len=357 


AI815141 


Hs.230542 




14316 


0.03788 


AV737736 CB cDNA clone CBLAADOI 
5'. mRNA sequence /clone=CBLAAD01 
/clOne_encl=5' /gb=AV737736 
/gi=10855317 /ug=Hs.258992 /len=326 


AV737736 


Hs.258992 




14322 


0.047031 


clone IMAGE:4297077, mRNA . 
/gb=BC01 7920 /gl=1 7389820 
/ug=Hs. 375771 /len=1247 . - 


BC01792P 


Hs.375771 ; 




14335 


5,11E-04 


EST(clone ADBAOB04 5' ) 


AV705982 




NP 006633 


14340 


0.004825 


EST(cDNA clone IMAGE:21 1 2249 3' 
similar to gb:J03798 AUTOANTIGEN 
SMALL NUCLEAR 
RIBONUCLEOPROTEI N SM-D1 ) 


AI425068 




NP_008869 


14342 


0.002602 


mRNA; cDNA DKFZp586F1418 (from, 
clone DKFZp586F14 1 8) /gb=AL83381 9 
/gi=21739144 /ug=Hs.296366 
/len=4355 " : - ":• 


AL833819 


Hs.296356 




14346 


0.043799 


cDNA clone CBLAPH08 5' 


AV739829 






14348 


0,007107 


clone IMAGE:4704474, mRNA 
/gb=BG020895 /gi=21 595279 
/ug=Hs.269429 /len=1436 


BC020895 


Hs.269429 




14353 


0.007107 


cDNA FLJ31303fis; clone 
LIVER1000082. /gb=AK055865 
/gi=16550700 /ug=Hs.360200 
/len=2801 ' 


AK055865" 


HS350200 




14358 


0.016299 


nab71h02.x1; : 
S6ares_NSF_F8_^9W_OT>A_,P_S1 
cDNA clone IMAGE:3273435 3' similar 
to contains Alu repetitive element;, 
mRNA sequence 

/clone=IMAGE:3273435/clone_end=:3' 
/gb=BF439932 /gi=11452449 
/ug=Hs.331476 /len=347 


BF439932 


Hs.33i476 




14360 


0.014946 


EST(RC2-BN0074-Ol0400-016-a07 
BN0074 cDNA, mRNA sequence) 


BE000916 




NP_659412 


14363 


0.009388 


ESTs. 'cDNA, 3' end 
/clone=llvlAGE.2355ipi /clpne_ena=3 
/gb=AI7196i59 /gi=503691 5 
/ug=Hs. 372094 /len=528 


AI719659 


Hs.372094 




14374 


0.035177 


RC4-HT0277-1 60200-01 3-d07 HT0277 
cDNA, mRNA sequence /gb=BE151126 
/gi=8613847 /ug=Hs. 158600 /|en=571 


BE151126 


Hs. 158600 
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G nes Corresponding To Differentially Ekpressed Genes in Fiqure 20- RA 




Spot 


p-yalue 


Description 


Gene 

Accession No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


14375 


0.040751 


ESTs. cDNA, 3' end 
/clOne=iMAGE:2402646/cfone_end=3' 
/gb=AI768858 /gi=5235367 ' ' 
/ug=Hs.157149yien=562 


AI768858 


Hs. 157149 


NP_066012 


14379 


0.009388 


Similar to hypothetical protein 
FLJ20489, clone MGC:^0559 
1MAGE;5744381 , mRNA, complete cds 
/cds-(29p;i078) /gb^BG039535 
/gi=2465^157 /ijg=Hs.440840 
/Ien=2078 


BC039535 


Hs,440840 


NP1776163 


14388 


0.012276 


cDNAFLJ13830fis, clone ' 
THYR01 000637. /gb=AK0,23892 
/gj=1 0435965 /ug=Hs.287601 
/len=-19l"6." .' .: 


AK023$92 


Hs.287601 


-• • 


14396 


0.026797 


cDNA FLJ11437 fis, clone 
HEMBA1001226/cds?UNKNOWN 
/gb=AK021499 /gi=1 0432694 

/ug=Rs:270791 ■ 


AK021499 


Hs.27:079lV 




14412 


0.035177 


EST(cDNA clone jMAGE:452l448 5' ) 


BG387788 




NP 073568 


14414 


0.035177 


AV764634 MDS cDNA clone 
MDSBZE01 5', mRNA sequence 
/clone=MDSBZE01 /clone_end=5" 
/gb^AV764634 /gi=1 0922482 
/ug=Hs.270532 /len=1289 


AV764634 


Hs.270532, 




14415 


0.032636 


ESTs. cDNA, 5" end , 
/clone=IMAGE:451 5481 /clone_end=5' 
/gb=BG292389/gi-1 3051 140 
/ug=Hs.374490 /len?=887 . 


BG292389 


Hs.374490 




14417 


0.025911 


proteasome (prosome, rriacropain) 
subunit; alpha type, 4 (i='SMA4), mRNA 
/cds=;(1 37.922) /gbi=NM_002789 
/gi=231 1 0940 /ug=Hs.251 531 , 
/len-1189 - ; 


NM_002789 


Hs.261531 


NP_002780 


14424 


0.035177 


EST(MR0^HT01 57-040500-01 2-d07 

HT0157 Homo sapiens cl3N A. mRNA 
sequence) 


BE143000 






14425 


0.020388 


wc34a07.x1 NCI_CGAP_Pf28 cDNA 
clone IMAGE:2317044 3' similar to 
contains element MSR1 repetitive 
element ;, mRNA sequence 
/clone=IMAGE:231 7044 /clone_end=3' 
/gb=AI745524 /gi=51 1 381 2 
/ug-Hs.205153/len=398 


AI745524 

'» 


Hs.205153 ' 




14452 


0.032636 


No significant match 


SEQ.ID.No.35 






14461 


0.022106 


No significant match, 0RF-2(1 1 1-269) 


SEQ.ID.No.84 






14468 


0.023945 


No significant match (ORF:hone) 


SEQ.lD.No.21 
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Spot 


p-valii 


Description 


Gene 

Accession No. 


Unigene 

Acceission 

No. 


Protein 

Accession 

No. 


14483 


0.022106 


cDNA FLJ34248 fis, clone 
FeBBF4000446. /gb=AK091567 
/gi=21749972/ug=Hs.1 12461 
/len.=1623 


AK091567 


Hs.1 12461 




14497 


0,002357 


serine (or cysteine) proteinase irihibitpr, 
clade A (alpha-1 antiproteinase, 
antitrypsin), member 1 (SERPINAI). 
mRNA/ccls=(233,1489) 
/gb=NI\/il000295 /gi=21361 197 
/ug=Hs.2976817len=1584 


NM^000295 . 


Hs.297681 

■ 


NP_000286 


14502 


0.025911 


No match, ORF+2(59~245): 


SEQ.iD.No.101 






14504 


0.013394 


No Significant match (ORF none) 


SEQ.ID.No.22 




. . . ... 


14505 


0.020388 


No significant match'(ORF:ndne) . 


SEQ.ID.No.66 






14516 


0,00587 


EST {bd85a05.x5 NCI CGAP_Ov2 
IMAGE: 1374704) ■ ■ 


AI821981 






14518 


0.043799 


cDNA FLJ36977 fis. done 
BRAGE2006344. /gb=AK094296 
/gi=21753327 /ug=Hs;151143 
/ien=1678 - ; " . ' 


AK094296 


Hs.1 51 143 




14519 


0.00587 


ATP.-binding cassette, slib-farriily A 
(ABCI), member 5 (ABCA5), transcript 
variant 1, mRNA/cds=(1219.6147) 
/gb=NM_pi8672 /gN27262623 
/ug=Hs. 1 80513 /lerli-7044 


NM^.018672 


Hs; 18051 3 


NP1758424 . 


14525 


0.001501 


hypothetical jsrotein MGC1 31 59 

(MGC13159);. mRNA /cds=(592;i017) 
/gb=NM_032927. /gi=1424971 ? 
/ug=Hs. 12845 /len=1 759 


NM_032?27 


Hs;12845 


NP J 16316 


14526 


0.003563 


EST (UI-HF-BL0-adc-e-05-0-Ui.s1 ' 


AW575379 






14528 


0.040751 


EST (EST34421 Embryo, 6 week 1 
cDNA 5' end similar to EST cpntaininig 
LI repeat) 


AA330691 






14530 


0.026797 


EST (Human fetal liver HA0635 cDNA 
library cDNA) 


AI064840 






14541 


0.021 


ESTtz43f04.x1 NCl_CGAP_Brn52 
cDNA clon^ IMAGE:2291 359 3' similar 
to contains Alu repetitive 
element;contains Ll.bl LI repetitive 


AI86312T 






14546 


0.032636 


EST (60181 9273F1 NIH_MGC^58 
cPNA clone IMAGE:4051098 5") 


BF1 30672 




NP_003655 


14547 


5.11E-04 


cDNAFLJ1 1469 fis, clone 
HEMBA1001658. /gb=AK021531 
/gi=1 043273-1 /ug=Hs.224398 
/len=1665 


AK021531 


Hs.224398 




14548 


0.007107 


mRNA; cDNA DKFZp566P1124 (from 
clone DKFZp566P1124) /gb=AL1 10236 
/gi=5817178 /ug=Hs.321022 /len=2267 


ALU 0236 


Hs:321022 
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Descriptipn ! 
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Accession No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


14550 


0.017288 


cDNA FLJ31626 fis, clone . * : 
NT2RI2003317. /gb=AK056188 
/gi=16551 523 /ug=Hs.375198. 
/Ien=2041 ; 


AK056188 


Hs 375198 




14551 


o;o47q3i 


EST (ng23f02.si NCrCGAP_dy2 
cDNA clone IMAGE:930267 similar to 
contains AlLi repetitive element) 


AA5028f3 






14553 


0.009388 


hypotheticar protein H41(H4:i)^mRNA 
/cds=(324,1100) /gb=NM_017548 
/gi=244759977ug=Hs.283690 
/len=3346 


NM_P17548 


Hs.283690 


NP_060018. 


14558 


0.047031 


ESTM(7f19b11.x1 NCl_eGAPj;LL1 
H.sapiens cDNA clone IMAGE:3295101 

3');"- : • ■■■ 


BE675960 






14559 


0.04244 


EST hb88d08.x1 NCLCGAP_Ut2 
CDNA clone IMAGE:2890287 3* - - 


AW439829 




NPi.620128 


14560 


•2.66E-04 


TRA!«-like protein (KlAAdO&T),^ mRNA 
/Gds=(76,^ 188) /gb-NM_01 2288 
/gi=6912449/ug=Hs.1 53954 /!en==6974 


NK/I_012288 


Hs: 153954 


NP103642D 


14561 


0.03788 

; ■ -; . 


mRNA; cDNA DKFZp451 B1 81 8 (from 
clone DKFZp451B1818) /gb==AL832623 
/gi=21733198 /ug=Hs.77554 /!en==6240 


AL832623 


Hs 77554 




14568 


•1.15E-04 


ribpsomal protein, jarge, PO (RPLPO), 
traniscript variant 2, mRNA 
/cds=(1 1 1 , 1 064) /gb=NM_053275 
/gi=1 6933545 /ug=Hs:406511 
/Ien=i1148 ■ 


NM_053275 


Hs:406511 


NP_444505 


14571 


0,003183 


EST{xx3la10,x1 NCLGGAP_Uti clone 
IMAGE:2839098 3') / 


AVy5714^9 




NP_055260 


14573 


0.041997 


hypothetical protein DKFZp434Nl 923 
(PKFZP434N1 923), mRNA 
/cds=(209,1372) /gb=NM_030974 
/gi=1 3569949 /ug=Hs.295866 
/len=1579 


NM_030974 


Hs.295866 


NP_112236 


14591 


0.030249 


EST(vyz82e11.x1 NCLGGAP_Gas4 


AW004920 






14593 


0.047031 


EST (by90d09.x1 

Soares_fetal liver_spleen_1 NFLS_S1 
cDNA clonelMAGE:1673105 3') 


Aip51247 






14600 


0.03788 


hypothetical gene supported by. 
AY007122(LOO92719) 


XM_046853 






14604 


9.43E-04 


eukaryotic translation elongation factor 
1 alpha 1 (EEF1A1), mRNA 
/cds=(63, 1451 ) /gb=NM_001402 
/gi=25453469 /ug=Hs.422118 
/ien=1837 


NM_00"1402 


Hs.422118 


NP_001393 



2844 



Genes Correspondinq To Differentially Express 20 - RA 




Spot 


p-value 


Description 


Gene 

Accession No. 


Unigene 
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No. 


Protein 
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14612 


0.006463 


EST (AL5368i5 LTI_FL013_FBrn1 
clone CS0DFq2OYK05 5') ^ 


AL536815 






14618 


0.0.18784 


EST (UI-H-BI2-agh.g.08-0-Ul.s1 
NCI_GGAP_Sub4 cDNA clone 
IMAGE:2724303 3') ; 


AW291353 




NP_061049 


14629 


0.043799 


UI-H-ED1-axs-h05-0rUl.s1 
NerCGAP_ED1cDNA clone 
IMAGE:5833036 3', mRNA sequence 
/clone=IMAGE:5833036/clone_end=3' 
/gb=BQ0.14114/gi=1973,9pi5 - 
/ug=Hs. 1 95045 /len=i 024 


BQ014114 


Hs 195045 




14637 


0.025911 


hypothetical. protein P.RQ1331 ; ; 
(PR01 331 ), mRNA /cds=(423,61 7) 
/gb=NM_030778 /gi=13562115- 
/ug=Hs.3018247len;=1634 


NM_030778 


Hs.301824 


NP_1 10405 


14638 


0:049079 


6026236741^1 ■NC[_CGAP_Sk"4 cpNA 
clone IMAGE:4748515 5', mRNA 
sequence /clone=IMAGE:474851 5 
/clone_end==5' /gb=BG677029 
/gi=1 3908426 /ug=Hs. 123445 /leri=882 


BG677029 


Hs. 123445 

... ■( 




14660 


6,56E-04 


ai18d09.Sl Soares_testis_NHT cDNA 
clone 1343153 3', mRNA sequence 
/clone= 1343 153 /clone_en;d=3' . 
/gb=AA725750 /gi=2743457 ■ 
/ug=Hs.120496 /len=425 . 


AA725750 


Hs. 120496 




14666 


0,017288 


EST(QV4-PT0021 -281 299-070-a1 2 
DT0021) 


AW936306 






14676 


3.04E-04 


EST(QVO-eT0225-101299-071-b01 
CT0225) 


AW377614 




NP_842565 ^ 


14680 


0.002602 


clone IMAGE:4839532, mRNA 
/gb=BC026289 /gi=20070813 
/ug=Hs.7037 /len=2326 


BC026289 


Hs.7037 




14688 


0,012526 


cDNA FLJ34825 fis. clone 
NT2NE2008785. weakly similar to 
ANTER-SPECIFIC PROUNE^RICH 
PROTEIN APG. /gb=AK092144 :■ 
/9i=21 750666 /ug=Hs.376593 
/len=2130 


AK092144 


Hs.376593 




14690 


0.001062 


cDNA FLJ35033 fis, clone 
OCBBF2016590, weakly similar to 
CELL SURFACE ANTIGEN 114/A10 
PRECURSOR. /cds=(407.934) 
/gb=AK092352 /gi=21750925 
/ug=Hs.156113/len=2884 


AK092352 


Hs. 1561 13 




14693 


0.014.599 


EST(cPNA clone IMAGE:47801 84 5* ) 


BG741529 
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Genes Correspond inc] To Differentially Expressed Genes in Figure 20 - RA 




Spot 


p-value 


Description 


u n 

Acc ssion No. 


Unlgene 

Accesision 

No. 


Protein 

Accession 

No. 


14694 


0.004367 


cDNAFLJ35910 fis, clone " " 


AK093229 


Hs.348902 


,. 




/gi=21 752038 /ug=Hs.348902 




14697 


0.011238 


ESTOO0 1 5 NCI_CGAP_^Lu5 cDNA 
Clone IMAvjt.loppOlo 3 , mKNA 
sequence /clone=l MAGE: 15680 18 
/clone_end=3' /gb=BF707422 
/gi=1 1999083 /ug=Hs.298289 /len=858 


BF707422 


Hs.298289 ■ 




14698 


0.011816 


EST(MR1 -MT0282-1 91 200-005-b1 1 
MT0282CDNA) 


BF9()4004 






14699 


0.025911 


cDNA. 5' end yclone=IJVM\GE:391 1301 
/clone_end=|5' /gb=BE886472 . 
/gi^1 0340792 /ug=Hs.3014oo /len==945 


BE886472 


Hs.2p0483 


NP_079466 


14709 


0.008566 


Siniilar to hypothetical protein . 
FLJ20378; clone IMAGE:5547904. 
mRNA, partial cds /cds=(1 ,802) 
/gb=BG035643 /gi=23274249 
/ug-Hs.202Dl3 /len-lbo3 


80035643 


Hs:2026l3 : 




14714 


0.002337 


UI-E-GL1-afe-n-12-0TUI.s1 UI-E-CL1 
cDNA clone UI-E-CL1-afe-n-12-0-UI 3', 
mRNA sequence /clone=UI-E-CL1-afe- 
n-1 2::0-UI /clqne^end=3' /gb=BU729525 
/gi=23652495 /ug=nS.23361 7 
/len=1402 


B;U729525 


Hs.233617 




14715 


• 0.00587 


ApP-ribosylation factor-like 6 
interacting protein (ARLsIP), mRNA 
/cas=(70,681) /gb=NM_015161 
/gi=24308006 /ug=H5.75249 /len=2280 


NM_015161 


Hs.75249 ; 


NP_055976 


14722 


0.023945 


cDNA FIJ1 1 439 fis, clone 
HEMBA1001299. /gb=AK0215p1 
/gi=1043Zo97 /ug~HS.2874lD 

/len=1500 


AK021501 


Hs.287416 




14727 


0.012276 


fhOlfOl.yl NIH_MGC_17 cDNA clone 
llvlA^jt.29Dl 144 3 , mRNA sequence 
/clone=IMAGE:2961 1447clone_end=3' 
/gb=AW409578 /gi=6935198 

/uy— nS.Z/y/ Io/IGm— ozy 


AW409578 


Hs.279718 




14761 


0.023945 


clone IMAGE:5275203, mRNA 
/gb=BC041380 /gi=27370609 
/ug=Hs.293782 /len=2857 


BC04138d 

■ ( 


Hs.293782 




14771 


0.030249 


FLJ31352 fis, clone MESAN2000238 
/cds=UNKNOWN /gb=AK055914 
/gi=16550761 /ug^Hs.8107 /len=2841 


AK055914 


Hs.8107 


NP_0613?9 
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Genes 


Corresponding To Differentiaily Expressed Genes in Figure 20 - 


RA 




Snot 


p-valu 


D scription 


Gene ' 
Accession Np. 


Accession 
No. 


Accession 
No. 


14778 


d:ooi5oi' 


RC-BT1 64-290399-01 7 BTi 64:cDNA. 
mRNA sequence /gb=AI9081 88 . 

/ni=ft4QftftRR /i in— He 90094 /Ion— ^^Oft 


AI908188 ' 


Hs.209245 




14779 


0.005325 


UlVH-BI2-ahkK:-1 2:0-Ul.s1 
NGj_CGAP_Sub4 cDNA clone 
IMAGE:2727166 3', mRNA sequence 
/done=IMAGE:2727166/clone_end=3' 
/gb=AW294558 /gi=6701 194 V . 
/ug=Hs.437134/len=888 : 


AW294558 


H<? 437134 




14781 


h nooi HA 

U.UZ^ 1 uo 


MI 1 RPI sain h IH H III c1 

Ui- i-DL/ i-ajc|'-n- lu-u-ui.s 1 
NCI^CGAP_PI2 cDNA cibhe UI-l-BCI- 
ajq-h-IO-O-UI 3', mRNA sequence 

/rlono—l II i Pr^i oin h iO iS 1 11 

/cione-~ui- irDo i-ajq-n- lu-u-ui 
/clone_end-3' /gb=BQ0107ia . 
/gi=19735614/ug=Hs.281575. : 
/len=1108 


Dr\ni 071 


Hs.281575 


\ ;r, ■■ 

..... 


14810 


0.013394 


cDNA FLJ39046 fis, clone ' , • 
NT2RP7010612. /gb=AK096365 
/gi=21 765841 /ug=Hs.9856 /len=2161 


AK096365 


Hs.9856 

If' . / 




14818 


U.UOZOoO 


NIHJmGG:^71 cDNA done 
IMAGE:6500936 5', mRNA sequence 
/clone=IMAGE:6500936 /c|one_ehd=5' 
/gij— CDUOU/ Uny /gi-^zzo lozoz. 
/ug=Hs.395205 /len=964 


Ri i'^n7hAQ 


Hs.395205 




14819 


0.012526 


FLJ14036 fis, clone 

FitlVlpM IUU4f Uy/CQS?-UlNl\NUVVN 

/gb=AK02409.8 /gi=10436394 : 

/ug=Hs.306663/len=20(57 


AK024098 . 


Hs.306663 : 




14828 


0.032636 


ESTs, cDNA, 3' end ■ - - 
/clone=IMAGE:2342469 /cl6ne_end^3' 
/gb=AI871745/gi=5545717 . 

/tin— Wo 117777 /Ion— ^^A9 ' 


AI871745 


Hs. 117777 




148^*5 

f*T\JsJ\J 


0.035636 


BX115107 Sbares fetal liver spleen 
1 NFLS cDNA clone IMAGp998G12373. 
mRNA sequence . 

/clone=IMAGp998G12373_;JMAGE:19 
5875 /gb=BX1 1 5107 /gi=27839238 
/ug=Hs.431087/len=758\ 


BXi15107 


H«s 431 087 




14844 


U.\JUf lUf 


NIH_MGCJ27 cDNA clone 
IMAGE:6716639 5'. mRNA sequence 
/clone=IMAGE:671 6639 /clone_end=5' 
/gb=BU943206 /gi=241 32025 
/ug=Hs.209356 /len=81 5 


Rl IQ^'^9nA 


Hs.209356 
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Genes Corr sponding To Differentially Expressed Genes in Figur 20 - RA 




$ppt 


p-value 


Description 


Gene 

Accession No. 


Unig ne 
Acc ssion 
No. 


Protein 

Accession 

No. 




n nooni 
U.UZoUl 


ui-n-Dvvi-arniTi-n-uy-u-ui.si 
NCrCGAP^SubT eDN A clone 
IMAGE:3070696 3', mRNA sequence 
/clqne=IMAGE:3070696 /clpne_end=3' 
/gb=BF512783 /gpl 1 59796.2 
/ug=Hs.443691 /len=568 ' 


DCf^'l 07QQ 


HS,44od91 




14884 

^ . ■ ■ • 


0.043799 


602043661 PI NG!_GGAP_DrnD7 cDNA 
clone IMAGE:41 81462 5', mRNA 
sequence /clone-llvlAGE,4l 81462 
/c|pne_encl-5' /gb-BF528488 
/gi-1lDl58o1 /ug^nS.43o4b2 /len=885 


Br52o488 


Hs.433462 




14917 


0.005843 


No significant match, 
ORF+2(653-838) +3(61 8-'782) 


SEQ.ID.No.6 






14922 


0.020388 


N6 significant match 


cipn in Mo OA 






14924 


0.017288 


No significant match, 0RF-3{1 --195) 


SEQ.ip.No.57 






14937 


0.035177 


control V ^' ' , ^ ; 








14970 


0.01045 


BDG-29 proten (BDG-29). mRNA 
/cds=(36.2885) /gb=NM_015144 
/gi=21735418 /ug=Hs.81505 /len=:6245 


NM^015144 


Hs.81505 


NP_,055959 
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E3N •■■■'■i^TP'- 



• TABLE 3N H IP*" 




Genes Corresponding To Differentially Expressed Genes in Figure 21- Depression 




Spot 


p-value 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


4 


0.025072 


tetraspan 3 (TSPAN-3), mRNA " ' 
/cds=(218,979j /gb=NM_005724 
/gi=21264581 /ug=Hs.100090 /len=1842 


NM_005724 


Hs, 100090 


NP_005715 


28 


0.014741 


6021 8441 on NIH_MGC_42 cDNA 
clone IMAGE:4300347 3', mRNA 
sequence /clone=IMAGE;4300347 
/clone end=3' /gb=BF569051 
/gi=1 1642431 /ug=Hs.352114 /len=1899 


BF569051 


Hs.352114 




33 


0.024394 


methionine adenosyltransferase II, , 
alpha (MAT2A), mRNA /cds=(1 17,1304) 
/gb=NM 005911 /gi=1 9923346 
/ug=;=Hs.77502 /len=2828 


NM^p0591 1 


Hs.77502 


NP_005902 


42 


0.025072 


hydroxyacyl-Coenzyme A 
dehydrogenase/3-ketoacyl-Goerizyme A 
thiolase/enoyl-Coenzyme A hydratase 
(trifunctional protein), alpha subunit 
(HADHA), mRNA /cds=(35,2326) 
/gb=NM_000 1 82 /gi=20 127407 
yug=Hs.75860 /len=2972 


NM_000182 


Hs.75860 


NP_d00173 


98 ■ 


0 020126 


mitochondrion, complete genome 


NC 001807. 






104 


0.034378 


proteasome (prosome, macropain) 
activator subunit 2 (PA28 beta) 
(PSME2), mRNA /cds=(66,785) . 
/gb=NM_002818 /gi=4506236 
/ug=Hs.433810 /len=828 


NM_002818 


Hs.433810 


NP_002809 


154 


0.034378 


hypothetical protein DJ328E19.C1.1 
(DJ328E19.C1.1), mRNA 
/cds={1 8,2783) /gb=NM_01 5383 
/gi=7657Q1 6 /ug=Hs.21 8329 /len=3689 


NM_015383 


Hs.218329 


NP_056198 


158 


0.031002 


CD36 antigen (collagen type 1 receptor, 
thrombospondin receptor) (CD36), 
mRNA /cds=(1 33, 1551) . 
/gb=NM_000072 /gi=455741 8 
/ug=Hs.75613/len=1820 


NM_000072 


Hs.75613 

r 


NP_000063 


171 


0.006784 


putative Rab5-interacting protein (RIP5), 
mRNA /cds=(1 83,572) /gb=NM_018840 
/gi=10047115 /ug-Hs.184062 /len=1104 


NM_018840 


Hs. 184062 


NP_061328 


178 


0.01798 


zinc finger protein 161 (ZNF161), mRNA 
/cds=(42,1592) /gb-NM_d07146 
/gi=6005967 /ug=Hs.223754 /len=2306 


NM_007146 


Hs.223754 


NP_009077 
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spot 


p^value 


Desdriptjpn t « 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


209 


0.006784 


cyclin D2 (CCND2), mRNlA 
/cds=(270,1 139) /gb=NI\/l_001759 
/gi=16950656 7ug=Hs 755i867ien=6480 


NM_0Ol759 ' 


Hs:75586 


Np;.ogi750 


210 


0.020126 


protein tyrosine phosphatase type IVA, 
member 1 (PTP4A1 ), mRNA 
/cds-(650, 1171) /gb=NIVI_003463 
/gi^17986281 /ug=?Hs.227777 /len=4394 


NM_003463 

r 


Hs:227777 


NP_d03454 


224 


0.031002 


ubiquitin specific protease 7 (herpes 
virus-associated) (USP7), mRNA 
/cds=(200,3508) /gb=NM_003470 
/gi=4507856 /ug=Hs.78683 /len=4022 


NM_0034-70 


Hs.7$683 : 


NP_003461 


225 


0.020126 


zinc finger protein 232 (ZNF232), mRNA 
/cds={126.1379)/gb=NIVi 014519 
/gi^7657704/ug=Hs.279914 /len=1465 


NM^014519 


Hs.279914 


NP_055334 


251 


0.011228 


ATPase, Ca transporting, type 2C, 
member 1 (ATP2C1 ), mRNA 
/cds=(236,2995)/gb=NI\/l_014382 ■ 
/gi^7656909 /ug=Hs. 106778 /len=3637 


Niyi_014382 


Hs. 106778 


NP_055197 


255 


0.031002 


phenyialianyl-tRNA synthetase beta- 
subunit (FRSB), mRNA/cds=(14,1783) 
/gb=NM_005687 /gi= 19923332 
/ug=Hs.9081 /len=3,118 


NM_0p5687 


Hs.9081 . 


NP_;005678 


256 


0.042048 


KiAA0494 gene product (KIAA0494), 
mRNA/cds=(978.2465) 
/gb=NI\/l_014774 /gi=7662159 
/ug=Hs.62515 /len=5766 


NIVI^014774 


Hs.62515 


NP^055589 


259 


0:020126 


pmithine decarboxylase antizyme ' 
inhibitor (OAZIN), transcript variant 1, 
mRNA /cds=(721, 2067) 
/gb=NM_015878 /gi=22538416 

/ug=Hs.223014/len=2882 


NM_01'5878 


Hs.223014 


NP_680479 


282 


0.042048 


protein phosphatase 1 , regulatory 
(inhibitor) subunit 3C (PPP1R3C), 
mRNA /cds={58, 1011) /gb=NM 005398 
/gi=21314622 /ug=Hs.303090 /ien=2524 


NIVl_005398 


Hs.303090 


NP_005389 


283 


0.020126 


syntaxin 7 (STX7), mRNA7cds={80,865) 
/gb=NM_003569 /gi=4507294 
/ug=Hs.8906/ien=1614 


NM_003569 


Hs.8g06 


NP_003560 


287 


0.012669 


zinc finger protein 187 (ZNF187), mRNA 
/cds==(1 93.1 170) lgb=HM 152736 
/gi^24211018 /ug=Hs.237786 /len=2298 


NIVIJ 52736 


Hs.237786 


NP_689949 
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Spot 


p^valiie 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


294 


0.034378 


mitochondrial carrier 2 (MTCH2), 
nuclear gene encoding mitochondrial 
pr6tein/mf?NA 7cds=(49,960) 
/gb=NM_014342 /gi=7657346 
/ug=Hs.279609/len=1104 


NM_014342 


Hs:279609 


NP_055157 


310 


0.022485 


kinesin family member 1 3B (KIF1 3B), 
mRNA /cds=(38.5518) /gb=NM_0l5254 
/gi=13194196 /ug=Hs. 15711 /len=8743 


NM_015254 


Hs.15711 


NP_^056069 


314 


0.044138 


601582740F1 NIH_MGC_7 cDNA clone 
IMAGE:3937377 5', mRNA sequence 
/clone=!MAGE: 3937377 /clone_end=5' 
/gb-BE798p80 /gi=1 021 9278 
/ug-Hs.446419/len=1156 


BE798Q80 


Hs.446419 




332 


0.022485 


similar to rat nuclear ubiquitous casein 
kinase 2 (NUCKS), mRNA 
/cds=(67,558) /gb=NM_022731 
/gi=12232386 /ug=Hs.1 18064 /len=181 1 


NMj;022731 


Hs. 118064 


NP373568 


333 


0.020126 


chaperonin containing TCP1, subunit 8 
(theta) (CCT8), mRNA /cds=(29,i 675) 
/gb=NM_006585 /gi=6005726 
/ug=Hs. 1 5071 /|en-1 821 


NM^006585 


Hs.15071 " 


NP_006576 


357 


0022485 


deleted in pancreatic carcinoma (DPC4) 

gene, axon 3 


AF045440 






359 


0.04638 


plakophilin 2=X97675 plakophiljn 2b 
(ORF38%): 


NP_004563 






361 


0.032415 


THO complex 1 (TH0C1), mRNA 
/cds=(15,1988) /gb=NM_005131 
/gi=4826881 /ug=Hs;i 540 /len=2092 


NM_005131 


Hs.1540 


NP_005122 


'366 


0.042048 


voltage-dependent anion channel 1 
(VDAC1). mRNA /cds=(1 00,951) 
/gb=NM_003374 /gi=4507878 
/ug-Hs.149155/len=1806 


NM_003374 


Hs.149155 


NP_003365 


370 


a04638 


carboxypeptidase E (CPE), mRNA 
/cds=(291,1721) /gb=NM_001873 
/gi=4503008 /ug=Hs.75360 /len=2443 


NM_001873 


Hs.75360 


NP_001864 


372 


0.009931 


DEAD/H (Asp-Glu-Ala-Asp/Hls) box , 
polypeptide 26 (DDX26); mRNA 
/cds=(477,3140) /gb=NM_012141 

/gi=1 1024693 /ug=Hs.58570 /len=3690 


NM_^012141 


Hs.58570 


NP_036273 


380 


0.031002 


5-3' exoribonuclease 2 (XRN2), mRNA 

/cds=(86,2938) /gb=NM_012255 

/gi=1 886091 5 /ug=Hs.268555 /len=3445 


NM_^012255 


Hs.268556 


NP_036387 
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Spot 


p-value 


Description 


Gene' 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


384 


0.031002 


ADP-ribosylation factor-like 6 interacting 
protein (ARL6IP), mRNA/cds=(70,681) 
/gb=NM20'151617gi=24308006 
/ug=Hs.75249 /len=2280 


NM_015161 


H$.75249; 


NP_055976 


385 


0.042048 


cyclin C (CCNC), mRNA /ccis=(29,940) 
/gb-NM_005190 /gi=7382485 
/ug=Hs.118442/len=1508 


NM_005190 


HS. 11 8442 


NP_005181 


390 


O.O38054 


UDP-galactose transporter related 
(UGTRELI), mRNA /cds^(88, 1056) 
/gb=NM_005827 /gi-5032212 
/ug=Hs.154073/len=1186 


NM_005827 


Hs. 154073 


NP 005818 


393 ; 


0.020126 


microsomal epoxide hydrolase (EPHX1) 
gene, complete cds . 


AF253417' 






395 


0=014265 


cysteine and histidine-rich domain ' 
(CHORD)-cpntaining, zinc binding, 
protein 1 (GHORDCI), mRNA 
/cds=(85,1083) /gb=NIVl_012124 
/g[=6912363 /ug=Hs.22857 /ien=2058 


NM_012124 


Hs.22657 ' 


NP^036256 


396 


0.04638 


hypothetical protein FLJ20445 
(FLJ20445), mRNA /cds=(293,1.129) 
/gb=NM_017824 /gi=1992350d 
/ug=Hs.343748 /len=3896 


NM^017824 


Hs,343.748 


NP_060294 


409 


0.008765 


S-phase kinase-associated protein '1 A 
(p19A) (SKP1A), transcript variant 1, 
mRNA /cds=(1 40,622) /gb=NM_006930 
/gi=25777710 /ug=Hs.171626 /len=2172 


NM_006930 


Hs.171626 


NP_733779 


417 


0.027906 


LATS, large tumor suppressor, 2 
(Drosophila).(LATS2), mRNA 
/cds=(375,3641) /gb=NM_014572 
/gi=1 89591 99 /ug=Hs.432314 /len=4098 


NM^014572 


Hs.432314 


NP_055387 


427 


0.04638 


hypothetical protein FLJ20508 
(FLJ20508), mRNA /cds=(1 91,802) 
/gb=NM_017850 /gi=8923468 

/ug=Hs.272673 /len=2376 


NM_017850 


Hs.272673 


NP_060320 


429 


0.008765 


NPD009 protein (NPD009), :mRNA 
/cds=?(1 327, 1677) /gb=NM_020686 
/gi=24476005 /ug=Hs.283675 /lenr=2514 


NM_020686 


Hs.283675 


NP_065737 


432 


0.042048 


DKFZP586L081 (frbmclone 
DKFZp586L081) /cds=UNKNOWN 

/gb=AL080234 /gi=5262727 
/ug=Hs.8078 /len=2159. 


AL080234 


Hs.8078 




439 


0.006784 


COBW domain-containing protein 
mRNA. complete cds /cds=(35,1222) 
/gb=AF452722 /gi=24850425 


AF452722 


Hs.434050 








/ug=Ms:434050 /ien=156T 
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Spot 


p-yalue 


Description 


Gene. 

Accession 

No. 


Unlgene 

Accession 

No. 


Protein 

Accession 

No. 


459 


0.012669 


X-ray repair cpmplemeriting defective 
repair in Chinese hamster cells 4 
(XRCC4), transcript variant 3, mRNA 
/cds=(176,1180)/gb=NM 022550 
/gi=12408648 /ug=?Hs. 150930 /len=1707 


NM_02255P 


Hs. 150930 


NP_072044 


461 


0.009931 


a disintegrin-like and metalloprotease 
(reprolysin type) with thrombospondin 
type 1 motif, 1 (ADAMTS1), mRNA 
/cds={294.3146) /gb=NM_006988 
/gi=1 1038653 /ug:=Hs.8230 /len=4459 


NM_006988 


Hs.8230 


NP^00S919 


462 


0.027906 


erg protein (ets-related gene) 


M21535 




NP 004440 


466 


0.00772 


activi^-dependent neuropirotector 
(ADNP), mRNA7cds=(346,3654) " ■ 
/gb=NM_01.5339 /gi=12229216 
/ug=Hs;3657/len=4713 


NM_015339 


Hs.3657 


NP^056154 


512 


0.027906 


myosin IXB (l\/IYp9B), mRNA 
/cds=(1.6069) /gb=NI\/l_004145 
/gi=4758749 /ug=Hs;i59629 /len=6069 


NM_d04145 


Hs. 159629 


NP^004136 


517" 


0.015802 


galactokinase 1 (GALK1 ), mRNA 
/cdSF(64,1242) /gb=NM_000154 

/gi=4503894 /ug=Hs.92357 /len=1 361 


NM_000154 


Hs.92357 


NP^000145 


518 


0.02729 


small nuclear ribonucleoprotein 70kDa 
polypeptide (RNP antigen) (SNRP70), 
mRNA /cds=(681, 2525) 
/gb=NM_0030897gi=4'5071 18 
/ug=Hs. 174051 /len=2693- 


NM_003089 


Hs. 174051 


NP_003080 


573 


0.034378 


ancient ubiquitous proteih 1 (AUPI), 
mRNA /cds=!(69,1499) /gb=;NM_012103 
/gi=6912259 /ug=Hs.173736 /len=1664 


NM_012103 


Hs.173736 


NP_036235 


574 


0.013065 


mRNA for KIAA1274 protein, partial cds. 
/(ids=(265,2850) /gb=AB033100 
/gi=20521 81 9 /ug=Hs,.300646 /len==4,569 


AB033100 


Hs. 300646 




605 


0.044138 


integrin, alpha 5 (fibronectin receptor, 
alpha polypeptide) (ITGA5), mRNA 
/eds=(24,3173) /gb=NM_002205 
/gi=450,475d /ug=Hs. 1 49609 /len=4204 


NM;.002205 


Hs 149609 


NP_002196 


612 


0.022485 


Finkei-Biskis-Reilly murine sarcoma 
virus (FBR-MuSV) ubiquitously 
expressed (fox derived); ribosomal 
protein S30 (FAU), mRNA 
/cds=(1 06.507) /gb=NM^001997 : 
/gi=17981709 /ug^Hs.177415 /len=574 


NM_001997 


Hs. 17741 5 


NP_001988 
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615 


0.020126 


cDNAFLJ11904fis, clone 
HEMBB1000048. /gb=AK021966 
/gi=10433275 /ug=Hs.285519 /len=2134 


AK021966 


Hs.285519 




633 


0.022485 


A kinase (PRKA) anchor protein 13 
(AKAP13), transcript variant 2, nnRNA 
/ccls=(214,8655) /gb=NM_007200 
/gi=21493028 /ug=Hs.301946 
/len=10156 


NM_007200 


Hs.301946 


NP_658913 


645 


0.042048 


hematopoietic-derived zinc fihgerprotein 
(RefSeq aa 1e.48) 


NP^004867 






672 


0.035996 


C-terminal binding protein 2 (CtBP2), 
transcript variarit 2, mRNA 
/cds=(1 37,3094) /gb=NM_022802 
/gi=12746589 /ug=;Hs.^171391 /len=3780 


NM_022802 


Hs. 171 391 


NP_073713 


726 


0.031002 


tyrosine S-monooxygenase/tryptophan 5- 
monooxygenase activation protein, 
gamma polypeptide (YWHAG), mRNA 
/cds=(192,935) /gb=NM_012479 
/9i=21464100 /ug=Hs.25001 /len=3747 


NM_012479 


Hs.25001 


NP_036611 


749 


0.034378 


ribosomal protein S24' (RPS24), 
transcript variant 1, mRNA . 
/cds=(38,430) /gb-NM_633022 
/gi=14916500 /ug=Hs.180450 /len=537 


NM_033022 


Hs. 180450 


NP_148982 


779 


0.012669 


myosin, heavy polypeptide 9, non-. . 
muscle (MYH9), mRNA /cds=(1, 5883) 
/gb=NM_002473 /gi=22507396 
/ug=Hs.1 46550 /len=7274 


NM_002473 


Hs. 146550 


NP^002464 


802 


0.025072 


striated muscle contraction regulatory 
protein (ld2B) mRNA, complete cds. 
/cds=(1 10,220) /gb=M96843 /gi=397775 
/ug=Hs.296811 /len=1167 


M96843 


Hs.296811 




808 


0.022485 


PIX1 mRNA(ORF) 


AF037219 




NP 570854 


809 


0.020912 


methylcrotonoyl-Coenzyme A 
carboxylase 1 (alpha) (MCCC1), mRNA 
/cds=(133,2310)/gb=NM 020166 
/gi=1 351 8227 /ug=Hs.47649 /len=2528 


NM_020166 


Hs.47649 


NP^064551 


833 


0.042048 


NADU dehydrogenase (ubiquinone) 1 
beta subcomplex, 3, 12kDa (n6uFB3), 
mRNA /cds=(253,549) /gb=NM_002491 
/gi=4505360 /ug=Hs; 109760 /len=693 


NM_002491 


Hs. 109760 


NP_002482 
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842 


0,031002 


sema domain, immunoglobulin domain 
(Ig), short basic domain, secreted, 
(serhaphorin) 3E (SEMA3E), mRNA 
/cds=(467,2794) /gb=NM_012431 
/gi^69126497ug=Hs.212414 /ien=6474 


NM_012431 


Hs,212414 


NP_036563 


851 


0.027906 


of89c05:s1 NCI_eGAP_Li5 cDNA clone 
IMAGE: 14375 12 3' similar to contains 
Alu repetitive element;, mRNA 
sequence /clone-IIVIAGE:1437512 
/clone_end=3' /gb=AA894384 ; 
/gi=3030785 /ug=Hs.432123 /len=296 


AA894384 


I4S.432123 




877 


0.027906 


ring finger protein 11 (RNF11), mRNA 
/cds=( 128,592) /gb^NM_014372 
/gi=765751.9 /ug=Hs.96334 /len=2529 


NM^014372 


Hs.96334 


NP_055187 


885 


0.031002 


mRNA for KIAA1350 protein, partial cds. 
/cds=(1,2737) /gb=AB037771 
/gi=7243080/ug=Hs.101799 /len=4153 


AB037771 


Hs.101799 




900 


0.042048 


RAB 11 A, member R AS oncogene 
family (RABIlA), mRNA /cds=(1 04,754) 
/gb=NM_004663 /gi=201 49549 
/ug=Hs.75618/len=2474 


NM_004663 


Hs.75618 


NP^004654 


902 


0.01798 


H2A histone family, member Z (H2AFZ), 
mRNA /cds=( 107,493) /gb=NM_002106 
/gi=20336749 /ug=Hs. 1191 92 /len=873 


NM_002106 


Hs 119192 


NP_002097 


903 


0.038054 


SI 00 calcium binding protein AlO 
(annexin II ligand, calpactin 1, light 
polypeptide (p11)) (S100A10), mRNA 
/cds=(1 12,405) /gb=NM_002966 
/gi=4506760 /ug=Hs.400250 /len=649 


NM^002966 


Hs:400250 


NP_002957 


918 


0.022485 


AGENCOURT_6456859 NIH_I\/IGC_92 
cDNA clone IMAGE:5576908 5', mRNA 
sequence /clone=IMAGE:5576908 . 
/clone_end=5' /gb=BI\/l466169 
/gi=18515211 /ug=Hs.439148 /len=1150 


Bl\/I466169 


Hs.439148 




925 


0.00772 


OGT(0-Glc-NAc transferase)- 
interacting protein 106 KDa (OIP106), 
mRNA/cds={2l7,3078) 
/gb=NM_014965 /gi=7662457 
/ug=Hs.6705 /lenF5109 


NM_014965 


Hs.6705 


NP_055780 


941 


0.038054 


polybromo 1 (PB1), mRNA 
/cds=(15,935) /gb=NM_018165 
/gi=8922564 /ug=Hs.44143 /len=3131 


NM_018165 


Hs.44143 


NP_060783 
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952 


0.01798 


mRNA; cDNA DKFZp45l0194 (from 
clone DKFZp4510194) /gb=AL832029 
/gi=2 1732569 /ug=Hs.22559 /len=5226 


AL832029 


Hs.22559 




953 


0.04638 


mRNA for KIAA0592 protein, partiaTcds. 
/ccls={1 ,4062) /gb=AB01 1 164 
/gi=3043707 /ug=Hs.439367 /ten=4623 


AB011164 


Hs.439367 




961 


0.042048 


SON PNA binding protein (SON), 
transcript variant e, mRNA ' 
/cds=(50.6376) /gb=NIVI_058183 
/gi=21 04031 7 /ug=Hs.92909 /leri=8482 


Nl\/I_058183 


Hs.92909 


NP_620305 


966 


0.031002 


CGI-8i protein (DREV1), mRNA 
/cds=(249,1100) /gb=NM_016025 
/gi=19923448 /ug=Hs.279583 /len=3163 


NM_016025 ' 


Hs.279583 


NP357109 


973 


0.02015 


heat shock factor binding protein. 1 
(HSBP1 ), mRNA /cds=(55,285) , 
/gb=NM_001537/gi=4557646 ' 
/ug=Hs.250899 /len=547 


NM^001537 


Hs.250899 


NP_001528 


987 


0.038054 


brain protein 44-like (BRP44L), mRNA 

/cds=(123,452)/gb=NM 016098 
/gi=7706368 /ug=Hs. 1 08725 /|en=988 


NM_016098 


Hs.l 08725" 


NP_q57182 


995 


0.034378 


homeodomain-interacting protein kinase 

3 (HiPK3), mRNA /cds=(5,3652) 
/gb=NM_005734/gi=1 1386208 ' 
/ug=Hs.30148 /len=3723 


NM_0p5734 


Hs.30148 


NP_005725 


1040 


0.042048 


NADH dehydrogenaise. (ubiquinone) 1 
beta subcomplex, 2, BkDa (NDUFB2), 
mRNA /eds=(58;375) /gb=NI\/l_004546 
/gi=^4758777 /ug=Hs.1 98272 /len=494 


N|\/l_004546 


Hs.l 98272 


NP_004537 


1043 


0.038054 


mRNA for KiAA1376'pirotein, partial cds; 
/cds=(144,1457)/gb=AB037797 . 
/gi=7243132 /ug=Hs.24684 /ien=4131 


AB037797 


Hs.24684 




1044 


0,005949 


par-3 partitioning defective 3 (G. 
elegans) (PARD3), mRNA 
/cds=(1 ,4071) /gb=NIV|_019619 
/gi=21361830 /ug=Hs.72249 /len=4071 


NM_0i9619 


Hs.72249 


NP_062565 


1062 


0,04638 


filamin B, beta (actin binding protein 
278) (FLNB), mRNA /cds=(1 32,7940) 
/gb=NI\/l_001457 /gi=4503746 
/ug=Hs.81,008 /len=9432 . 


NM_001457 


Hs.81008 


NP_001448 
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1065 


0.027906 


cytochrome c oxidase subunit Via 
polypeptide 2 (COX6A2), nuclear gene 
encoding rnitochondrial protein, mRNA 
/cds=(76,369) /9b=NM_005205 
/gi^l 7999529 /ug=Hs.250760 /|en=425 


NM_005205 


Hs.250760 


NP^005196 


1066 


0.038054 


hypothetical protein FLj20452 
(FLJ20452), mRNA /cds=(1 5,614) 
/gb=NM_01 7828 /gi=21 361 660 
/ug=Ms.351327/len=1948 


NM_Gi7828 


Hs.35i327 ■ 


NP_060298 


1068 


0.025072 


UPF3 regulator of nonsense transcripts 
A (yeast) (UPF3A), transcript variant 1, 
mRNA /cds=(38,1468) /gb=NM_02301 1 
/gi=18375523 /ug=Hs.399740 /len=2381 


NM^023011 


Hs.399740 


.NPi542418 


1084 


0.034378 


ADP-ribosylation factor-like 1 (ARLI); " 
mRNA /cds=(1 05,650)/gb=NM_001 177 
/gi=4755126 /ug=Hs.2428947len=968 


NO01177 


Hs.242894 


NP_001168 


1090 


.0.031002 


protein phosphatase methylesterase-1 
(PME-1), mRNA /cds=(1 00, 1260) 
/gb=NM_016147 /gi=7706644 
/ug-Hs.63304 /len=2484 


NM_016147 


Hs.63304 


NP_057231 


1148 


0.034378 


CHLORipi INTRACELLULAR 
CHANNEL PROTEIN 1 (NUCLEAR 
CHLORIDE ION CHANNEL 27) 
(NCC27) (P64 CLCP) (aa 2e-14 92%) 


Q9Z1Q5 






1149 


0.012669 


fibroblast growth factor receptor 1 (fms- 
related tyrosine kinase 2, Pfeiffer 
syndrome) (FGFR1), transcript variant 

7, mRNA/cds=(727,2715) 
/gb=NM_023109 /gi=13186244 
/ug=Hs.748 /ien=4066 


NM_023lq9 


Hs.748 


NP^P75599 


1164 


0.034378 


suppressor of Ty 5 (S. cerevisiae) 
(SUPT5H), mRNA/cds=(208,3471) 
/gb=NM_003169 /gi=20l49523 
/ug=Hs.70186/len=3762 


NM_003169 


HS.7P186 


NP^003160 


1171 


0.025072 


integrin, beta 1 (fibronectin receptor, 
beta polypeptide, antigen CD29 includes 
MDF2, MSK12) (ITGB1), transcript 
variant 1A, mRNA /cds=(1 27,2523) 
/gb=NM_002211 /g!=1 9743812 
/ug=Hs.287797 /len=3700 


NM_0p2211 


Hs.287797 


NP^596867 


1180 


0.006784 


cpmpleniient component 2 (C2), mRNA 
/cds=(37,2295) /gb=NM_000063 
/gi=20631970 /ug=Hs.2253 /len=2609 


NM_000063 


Hs.2253 


NP_000054 
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1184 


0.009931 


mannosidase, alpha, class 1 A, member 
2 (MAN1A2). mRNA/cd.s=(521,2446) 
/gb=NM_006699 /gi=5729912 
/ug=Hs.367638 /len=2792 . . 


NM_006699 


Hs.367638 


NP_006690 


1185 


0:027906 


novel protein AHNAK rfiRNA, partial 
sequence. /cds=(1,3836) /gb=M80899 
/gi=178282 /ug=Hs.381240 /len=4051 


M80899 


Hs.381240 




1186 


0.031002 


ankylosis, progressive (mouse) (ANK1H), 
transcript variant 2, mRNA 
/cds=(265,1743)/gb=NM_054027 " 
/gi=21 536394 /ug=Hs.168640 /len=4031 


N|yi_054027 


Hs. 168640 


NP_473368 


1200 


0.014265 


hypothetical gene supported by 
XM 000590 (LOC59176) 


XM_QP0590 

> 






1201 


0.034378 


DKFZp564D1 77 protein ^ 
(DKFZp564D177), mRNA ^ 
/cds=(1 06,849) /gb=NM_015469 
/gi=22267435 /ug-Hs.24608 /len=1664 


NM_016469 


Hs.24608 


NP_056284 


1206 


0.042048 


ATP synthase, H transporting, 
mitochondrial F1 complex, gamma 
polypeptide 1 (ATP5C1), mRNA 
/cds=(32,925) /gb=NM_005174 
/gi=4885078 /ug=Hs. 155433 /len=107B 


NM^d05174 


Hs. 155433 


NP_005165 


1210 


0.025072 


NADH dehydrogenase (ubiquinone) Fe- 
S protein 1, 75kDa (NADH^coenzyme Q 
reductase) (NDUFS1), mRNA 
/cds=(85,2268) /gb=NM_005006 
/gi=28269700 /ug=Hs.8248 /len=2382 


NM_005006 


Hs,8248 


NP_004997 


1213 


0.04638 


heat shock lOkDa protein 1 (chaperonin 
10) (HSPE1). mRNA/cds=(42,350) 
/gb=NM_0021 57 /gi=4504522 
/ug=Hs.1197/len=538 


NM_d02157 

'- ■ ■ , 


Hs.1197 


NP_Q02148 


1214 


0.005206 


mRNA; cDNA DKFZp586F2423 (from 
clone DKFZp586F2423) /gb=AL080209 
/gi-5262698 /ug=Hs.1 3659 /leri=4254 


AL080209 


Hs 13659 




1217 


0.016031 


DKFZp586F19l8 (from clone 
DKFZp586F1918); partial cds 


AU050091 




NP_056347 


1220 


0.008765 


mRNA; cDNA DKFZp547C244 (from 
clone DKFZp547C244) /gb=AL442093 
/gi= 1024 1768 /ug=Hs.9460 /len=2537 


AL442093 


Hs.9460 




1227 


0.020126 


integral inner nuclear mennbrane protein 
(MAN1), niRNA/cds=(7,2742) 
/gb=NM 014319 /91=7706606 
/ug=Hs.7256 /len=4703 


NM_014319 


Hs.7256 


NP_055134 
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1238 


0:031p02 


mRNA for KIAA1673 protein, partial cds. 

/cds=(69,2207) /gbWAB051460 

/gi=1 2697890 /ug=Hs.301 444 /len=6380 


AB051460 


Hs.301444 




1242 


0.014265 


programmed cell death 4 (neoplastic 
transformation inhibitor) (PDCD4), 
transcript variant 2, mRNA 
/cds=(361.1737) /gb=NMJ45341 
/gi=?21 735597 /ug=Hs.326248 /len=2403 


NM_1 45341 


Hs.326248 


NP_663314 


1250 


0;005206 


nuclear protein, ataxia-telangiectasia 
locus (NPAT), mkNA /cds=(35,4318) 
/gb=NM_002519 /gi=4505430 
/ug=Hs. 89385 /len=5895 


NM_002519 


Hs.89385 


NP_002510 


1255 


0.014265 


protein inhibitor of activated STAT, 1 
(PIAS1). mRNA/cds=(97,2052) 
/gb=NIVI_016166 /gi=7706636 
/ug=Hs.75251 /len=2309 


NM_016166 


Hs.75251 


NP_057250 


1261 


Q.010197 


cDNAFLJ11971fis, clone 
HEMBB1001208. /gb=AK022033 
/gi=10433350 /ug=Hs.121806 /ien=2355 


AK022033" 


Hs,l2l806: 




1281 


0.020912 


tripartite motif-containing 44 (TRIM44), 
mRNA/cds=(217.1251), 
/gb=NM_0l7583 /gi=21361638 
/ug=Hs.14512/len=3091 


NM_017583 


Hs,14512 


NP^060053, 


1306 


0.039896 


poly(A) binding protein, cytoplasmic 1 
(PABPC1 ), mRNlA /edS5:(503,2404) 
/gb=NM_002568 /gi=4505574 
/ug=Hs.172182/len=2848 


NM_,002568 


Hs. 1721 82 


NP_002559 


1 309 


0.04638 


oxysterol binding protein-like 1 1 
(0SBPL1 1), mRNA /cds=(3.06,2549) ' 
/gb=NM 022776 /gi=231 11 058 
/ug=Hs.61260/len=42p6 


NM_022776 


Hs.61260 


NP_073613 


1335 


0.013065 


hypothetical protein MGG1 1316 
(MGC11316), mRNA /cds=(1 16,226) 
/gb=NM_032932 /gi=1 4249729 
/ug=Hs.7985 /len=781 


NM_032932 


Hs.7985 ■ 


NP_1 16321 


1336 


0.04638 


Novel mRNA from chromosome 1 , 
which has similarities to BAT2 genes 

/cds=(58,8163) /gb=AL096857 
/gi=5541862 /ug=Hs.69559 /len=10174 


AL096857 


Hs.69559 


NP_055987 


1338 


0.014265 


anti-oxidant protein 2 (non-seleniurn 
glutathione peroxidase, acidic calcium- 
independent phospholipase A2) 
(A0P2), mRNA /cds=(44,718) 
/gb=NM_004905 /gi=4758637 
/ug=Hs.120/len=1653 


Nlvl_004905 


Hs.120 


NP_004896 
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1339 


0.031002 


FLJ20398 fis. clone KAT00580, highly 
similar to M35604 Human glucose-6- 
phosphate dehydrogenase 
/cds=UNKNOWN /gb=AK000405 
/gi=7020471 /ug=Hs.76480 /len=2342 
(=FLN, =G6PD, =ubiquitin-like protein 
(GdX)) 


AK000405' 


Hs.76480 


NP_055050 


1342 


0.04638 


FLJ30731 fis, clone FEBRA2000105, 
moderately similar to KINESIN LIGHT. 
CHAIN /cds=UNKNOWN 
/gb=AK055293 /gi=1 6549995 
/ug=Hs.53447 /len=2770 


AK055293 


Hs.53447 " 


NP_612352 


1345 


0,04638 


WW domain binding protein 1 (WBP1), 
mRNA /cds=(1 54,963) /gb=NM_012477 
/gi=24430130 /ug=Hs.7709 /len=1183 


NM_012477 : 


Hs.7709 


NP_036609 


1 355 


0.032415 


FLJ13418 fis. done PLACE1 002090. 
highly similar to SIGNAL 
RECOGNITION PARTICLE 72 KD 
PROTEIN (AK023480.1) - • 


AK023480 


Hs.237825 


NP_008878 


1358 


0.034378 


tropomyosin 3 (TPM3). mRNA 
/cds=(52,798) /gb=NMJ53649 
/gi=241 19202 /ug=Hs:85844 /len=2089 


NM_1 53649 


Hs.85844 


NP_705935 


1360 


0.005206 


chromosome 15 open reading frame 15 
{C15orf15), mRNA /cds=(144.635) 
/gb=NM^01 6304 /gi=1 8491 027 
/ug=HS:284162/len=1487 


NM_016304 


Hs.284162 


NP_057388 


1362 


0.01798 


ADP-nbosylatipn factor related protein 1 
(ARFRP1). mRNA/cds=(12,617) 
/gb=NM_003224 /gi=4507448 
/ug=Hs.389277/len=1559 


NM_003224 


Hs.389277 


NP_003215 


1366 


0.016031 


Rho guanine nucleotide exchange factor 
(GEF) 3 (ARHGEF3). mRNA 
/cds={128,1708) /gb=NI\/l_019555 
/gi=9506400 /ug=Hs.25951 /len=3561 


NM^019555 


Hs.25951 


NP_062455 


1373 


0.016031 


hypothetical protein MGC14421 
(MGC14421), mRNA/cds=(474,1616) 
/gb=NM_032907 /gi=14249681 
/ug=Hs.334713/len=1772 


NM_032907 


Hs.334713 


NP_1 16296 


1376 


0.008765 


chaperonin containing TCP1, subunit 5 
(epsilon) (CCT5), mRNA/cds=(92,1717) 
/gb=NM_012073 /gi=24307938 
/ug=Hs.1600/len=1961 


NM_012073 


Hs.1600 


NP_036205 


1 386 


0.020912 


A ^ 1 ^\ 1 1 "T* " ^ M ^ ji'rt r A kill 1 RJI ^ 

AGENCOURT_6424254 NIH_MGC_67 
cDNA clone IMAGE:5491531 5', mRNA 
sequence /clone=IMAGE:5491 531 
/clone_end=5' /gb=BM479954 
/gi=1 8528996 /ug=Hs.381243 /len=1112 


BM479954 


Hs.381243 
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1396 


0.01798 


enoyi 'Coenzyme A hydratase 1 , 
peroxisomal (ECH1), mRNA 
/cds=(28,1014) /gb=NM_001398 
/gi=45p3446 /ug=Hs.196176 /|en=1 196 


NM_001398 


Hs.196176 


NP^001389 


1403 


0.014265 


poitassium voltage-gated chahnel. KQt- 
iike subfamily, member 2 (KCNQ2), . 
transcript variarit 3, mRNA 
/cds=(1 78.271 2) /gb=NM_00451 8 

/gi=26051259 /ug=Hs.4975 /len=7556 


NM_004518 


Hs.4975 


NP_742107 


1413 


0.031002 


vacuolar protein sorting 29 (yeast) 
(VPS29) transcript variant 2, mRNA 
/cds=(61 ,621 ) /gb=NM_0571 80 
/gi=1740291l7ug^Hs.69192 /len=1107 


NM_057180 


Hs.69192 


NP_476528 


1419 


0.027906 


CD74 antigen (invariant polypeptide of 
major histpcpmpatibility complex, class 
II antigen-associated) (CD74), mRNA 
/cds=(8,706) /gb=NM_004355 
/gi=10835070 /ug=Hs.84298 /len=1304 


NM^004355 


Hs.84298' 

'. . . " 


NP_004346 


1503 


0.04638 


retrovirus-related leucine zipper protein 
p40 - human retrotransposon L1.1 


138587 






1540 


0.025072 


ribosomal protein S4, X-linked (RPS4X), 
mRNA /cds=(36,827) /gb=NM_001007 
/gi=1 7981 705 /ug=Hs.389933 /len=916 


NM_001007 


Hs.389933 


NP_000998 


1557 


0.034378 


MR2-CI01 86-291 100-01 0-a06 CI0186 
cDNA, mRNA sequence /gb=BF814502 
/gi=12147047 /ug=Hs.446594 /|en=53p 


BF814502 


Hs.446594 




1559 


0.025072 


stromal cell derived factor receptor 1 
(SDFR1), transcript variant beta, mRNA 
/cds=(1 39,1 335) /gb=NM_012428 
/gi=6912645 /ug=Hs.389371 /len-2388 


NM_012428 


Hs.389371 


NP_059429 


1564 


0.027906 


quiescin Q6 (QSCN6), mRNA 
/cds=(76,2319) /gb=NM_002826 
/gi=1 3325074 /ug=Hs.77266 /len=3314 


NM_002826 


Hs.77266 


NP_0028l7 


1579 


0.031002 


chromosome 14 open reading frame 
108(C14orf108), mRNA 
/Cds=(407,1879) /gb=NM_018229 
/ai=21361775 /ua=Hs 106210 /len=3088 


NM_018229 


Hs. 106210 


NP_:060699 


1586 


0.020126 


KIAA1665 protein, partial cds 
/cds=UNKNOWN /gb=AB051452 
/gi=1 3359202 /ug=Hs.300463 /len=431 1 


AB051452 


HS300463 


NP_612211 



2861 



Spot 


p-'Value 


Description , 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


1596 


0.042048 


mRNA for KIAA1 824 protein, partial cds. 
/cds={7,2883) /gb=AB058727 
/gi=140l7864 /ug=Hs.284294 /,lehi58'14 


AB058727 


Hs.284294 




1597 


0.006784 


ATPase, H transporting, lysosofnar 
16kDa, VO subunit c (ATP6V0C), mRNA 
/cds=(1 53,620) /gb=NI\/l_001694 
/gi=1 991 3436 /ug=Hs.3891 07 /len=?11 26 


NM_001694 


Hs.389107 


NP^001685 


1621 


0.034378 


mRNA for KIAA1856 protein, partial cds. 
/cds=(1,3405)/gb=AB058759 . . . 
/gi=14017928 /ug=Hs.381 163 /len=5223 


AB058759 


Hs.381163 




1637 


0.034378 


ribosomal protein SI 6 (RPS16), mRNA 

/9d's=(53,493) /gb=NM_001020 

/gi=1 459 1 9 1 2 /ug=Hs.3976d9 /len=570 


NM_0Q1020 


Hs.397609. 


NP^OOIOli 


1667 


0,009931 


interleul<in 1 receptor, type 1 (IL1R1), 
mRNA /cds=(83, 1792) /gb=NM_000877 
/gi=27894331 /ug=Hs.821 12 /len=?4909 


NM_000877 


Hs.82112 


NP_000868 


1684 


0.01798 


ubiquiti'n C (UBC), mRNA 
/CdS=(1 36,21 93) /gb=NM_021009 
/gi=20 1 49305 /ug=Hs. 1 83704 /len=2309 


NM^021009 


Hs. 183704 


NP_066289 


1685 


0.042048 


hypothetical protein FLJ20059 
(FLJ20059), mRNA /cds=(26, 1291) 
/gb=NM^017644 /gi=8923060 
/ug=Hs.246875/len=1817 


NM_017644 


Hs.246875 


NP_0601 14 


1699 


0.014265 


solute carrier family 1 1 (proton-coupled 
divalent metal ion transporters), 
member 3 (SLC1 1 A3), mRNA 
/cds-(315,2030) /gb=NM_014585 
/gi=19923794 /ug=Hs,5944 /len=3333 


NM_014585 


Hs.5944 


NP_055400 


1753 


0.027906 


phosphorylase kinase, beta (PHKB), 
mRNA /cds=(25.33p6) /gb=NM_000293 
/gi=4505782 /ug=Hs.78060 /len=4284 


Nl\rt^000293 


HS.7806Q 


NP_000284 


1806 


0.027906 


hypothetical protein FLJ10134 ; 
(FLJ10134), mRNA /cds=(314,1 141) 
/gb=NM_018004 /gi=8922242 
/ug=Hs. 1 04800 /len=1 564 


NM_018004 


Hs. 104800 


NP_060474 


1817 


. 0.04638 


mRNA; cDNA DKFZp761 PI 8121 (from 
clone DKFZp761P18121) 
/cds=( 127,2289) /gb=AL834147' 
/gi=21 7-39620 /ug=Hs.44198 /len=4286 


AL834147 


Hs.44198 





T 
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1831 


0.038054 


mRNA; cDNA DKFZp68601729 (from 
clone PKFZp68601729) /gb=AL833498 
/gi-21 734141 /ug-tis.luy73l /len-zOyj 


AL833498 


Hs.109731 




1834 


0.014265 


cDNA FLJ14337 fis, clone 

PLACE4000494, /gb=AK024399 

/gi= 10436778 /ug=Hs.18pi87 /len^4588 


AK024399 

i 


Hs.180187 




1866 


0.042048 


protein phosphatase 3 {formerly 2B), 
catalytic subunit, beta isoform 
(calclneurin A beta) (PPP3CB), mRNA 
/cds^117.1691) /gb=NM_021132 
/gi-1 1036639 /ug=Hs.151531 /len=3079 


NM_021132 


Hs, 151 531 


NP_0dp955 


1889 


0. 027906 


tyrosine 3-nrionooxygenase/tryptophah 5- 
monpoxygenase activation protein, eta 
polypeptide (YWHAH), mRNA 
/cds=(1 98,938) /gb=NM^003405, 
/gi=214D4102 /ug=Hs.349o30 /len=1775 


Kthil AAO viAC ." 

Nlvl_003405 


Hs. 349530 


klP» AAOOA^ 

NP_003396 


1933 


0.016031 


mRNA for KIAA0361 gene, KIAAQSSi ' 
protein. /cds=(1. 4117) /gb=AB0d2359 
/gi-2224662 /ug=ns, 1,05478 /Ien-p3oo 


AB002359 


Hs. 105478 




1973 


0.00344 


keratin 8 (KRT8), mRNA /cds=(60, 1511) 
/gb=NM_002273 /gj=4504918 . 
/ug=Hs.242463 /len=1752 


NM;^0Q2273 


Hs.242463 


NP^002264^ 


1999 


0.011228 


chrompsome 20 open reading frame 40 
(C20orf40), mRNA/cds=(208,396) 
/gb= Nlvl_01 4054 /g 1=766 1709 
/ug=ns.10o379 /len-417 


NM_014054 


Hs. 105379 


NP_054773 


2001 


0.042048 


mRNA for KIAA0892 protein, partial cds, 
/cds={1 ,1867) /gb=AB020699 
/gi=4240272 /ug=Hs.1 12751 /len=4164 


AB020699 


Hs. 112751 




2002 


0.034378 


ANG2 {ANG2) 


AF024631 




Kin AAOA47 

NP 008917 


2006 


0.03437i8 


clathrin, light polypeptide (Lcb) (CLTB), 
transcript variant brain, mRNA 
/cas?=(173i862) /gb=Nlvl_007097 
/gl-6005994 /ug=Hs;380749 /len=1 134 


NM_007097 


Hs,380749 


NP_009028 


2042 


0.016031 


ARF protein (L0C51 326), mRNA 

/cas-(oo,4oy) /gD-iNM_U10Ds5iC ' 

/gi=7706177 /ug=Hs.264509 /len=826 


NM:^016632 


Hs;264509 


NP_057716 


2095 


0.012669 


chromosome 19 open reading frame 2 
(C19orf2), transcript variant 1, mRNA 
/cds=(31,1638) /gb=NM_003796 
/gi=1 99241 58 /ug^Hs.7943 /len=2295 


NM_003796 


Hs.7943 


NP_604431 
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oin7 

4 lU/ 




norOlZD protein (norUlzD), rnKlNA 

/cdsK26,838) /gb=NM 014166 
/gi=7661787 /ug=Hs.181 1 12 /len=1424 


NIVI_U141faD 


Hs. 181112 


kin ACjiooc 

NP_0548oO 




U.UUOZUD 


NRH'.quinone oxidoreducras© 2 geiie 

(NQ021 


ApuoOZ4o 


(. ■ 

! ^ 




2143 


0.012669 


chromosome 1 3 open reading frame 9 
(C13orf9), mRNA/cds=(6,1166) 
/gb=NM_016075 /gi=7705639 
/ug-ns.i4Do24 /len^iooz 


NM_016075 ; 


Hs. 146324 


NP_057159 


2160 


0.016031 


mannosidase, alpha, class 1A, member 
2 (MAN1A2), mRNA/ccis=(521,2446) 
/go-Nivi uuDoyy /gi-'O/zyyi^ 
/ug=Hs;367638 /len=2792 


NM_006699 


Hs.367638 


NP_006690 


2167 


0.034378 


copine III (CPME3), mRNA 
/cds=(121,1734) /gb=NM^Op3909 

/gi-4oU,3Ul4 /ug-Trls.l415o /ien-4 /o7 


NM_^003909 . 


Hs.14158 


NP_003900 


2176 


0.027906 


proteasome (prpspme, macropain) 26S 
subunit, non-ATPase, 12 {PSMD12). ^ 
mRNA /cds=(44,1414) /gb=NM_002816 
/gi=45062207ug=Hs.4295 /len=3548 


NM_002816 


Hs.4295 


NP_777360 


2177 


0.042048 


RAB34/ member RAS oncogene family 
(RAB34), mRNA/cds={206,985) 
/gb=NM_03i934 /gi=2 1361 998 
/ug=Hs.36l853/len=1340 


NM_031934 


Hs.301853 


NP_114140' 


2178. 


0.031002 


crystallin, zeta (quinone reductaseHike 
1 (CRYZL1), transcript variant 3. mRNA 
/cds=(86.682) /gb=NM J45858 . 
/gi-24202b15 /ug-nS.3o02Qo /len^2099 


Niyi^145858 


Hs.330208 


NP_665857 


2184 


0.031002 


highly charged protein (D13S106E), 
mKNA /cas-(i /o,o40O) 
/gb=NM_005800 /gi=5031648 
/ug=Hs.151236/len=3650 


NM_005800. 


Hs,1 51236 , 


NP_^005791 




0,027906 


nidogen 2 (osteonidogen) (NID2), 
mRNA /cds=(1,4131) /gb=NM_007361 
/gi=6679055 /ug=Hs.82733 /len=4829 


Nlvl_007361 


Hs. 82733 


NP^031387 


2217 


0.027906 


nebulette (NEBL), mRNA 

/CClS-(oyo,o44z) /gD-Nivl_(JUD>5yo 


NM_006393 


Hs.5025 


NP_006384 


2221 


0.038054 


clone MGC:43950 IMAGE:5276217, 
mRNA, complete cds /cds=(351,392) 
/gb=BC037901 /gi=231 38800 
/ug=Hs,262716/len=2214 


BC037901 


Hs.262716 




2239 


0.020126 


hypothetical protein (KIAA1162) 


AB032988 




NP 066979 
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2244 


0.022485 


F-box and leucine-rich repeat protein 5 
(FBXL5), transcript variant 2, mRNA 
/Cds=(586r2283) /gb=NM_033535 
/gl=21 536439 /ug=Hs.5548 /len=3475 


NM_033535 


Hs.5548 


NP_277077 


2288 


0,008765 


Similar to hypothetical protein 
MGC30540, clone MGC: 17342 
IMAGE:4342258. mRNA, complete cds 
/cds=(216,1457) /gb=BC042899 
/gi=27552863 /ug=Hs:153716 /len=3028 


BC042899 


Hs.153716 


NP_671512 


2310 


0.020126 


poly(A) binding protein, cytoplasmic 1 
(PABPC1), mRNA/cds=(503.2404) 
/gb=NM_002568 /gi=4505574 
/ug=Hs.172182 /len=2848 


NM_p02568 


Hs,1 72182 


NP_002559 


2311 


0;008765 


thyroid hormone receptor-associated 
protein, 1 50 kDa subunit (TRAP1 50), 
mRNA /cds=(203,307d) • 
/gb=^NM_005119 /gi=4827039 
/ug=Hs.108319/len=3618 


NM_p051i9 


Hs.108319 


NP_005110 


2330 


a034374 


eukaryotic translation elongation factor 
2 (EEF2), mRNA /cds={69,2645) 
/gb=NM_^001961 /gi=25453476' 
/ug=Hs. 75309 /len=3148 


NMJ01961 


Hs.75309 


NP_q01952 


2358 


0.016031 


cDNAFLJ90297fis; clone 
NT2RP2000447, moderately similar to 
GOLGIN-95. /cds=(333,728) . 
/gb=AK074778 /gi=22760446 
/ug=Hs.405809/len=2520 


AK074778 


Hs.4058d9 

• 




2360 


0.038054 


hepatocyte growth factor-like protein 
homolog (low match) 


U28055 






2368 


0.020126 


capping protein (actin filament) muscle 
Z-line, beta (CAPZB), mRNA 
/cds=(1 .81 9) /gb=NM_004930 
/gi=4826658 /ug=Hs.333417 /len=1077 . 


NM_004930. 


Hs.333417 


NP_004921 

■ .-J 


2413 


0.031002 


proteasome (prosome, macropain) 26S 
subunit. non-ATPase, 3 (PSMD3). 
mRNA/cds=(165,1769) 
/gb=NM_002809 /gi=2577761 1 
/ug=Hs.9736 /len=2174. 


NM_002809 


Hs.9736 


NP_002800 


2435 


0.01798 


ribosome binding protein 1 180kPa 
(dog) (RRBP1), mRNA /cds=(71. 3004) 
/gb=NM_004587 /gi=4759055 
/ug=Hs.98614 /len=3106 


NM^004587 


Hs.98614 


NP_004578 


2446 


0.008765 


oxysterol binding protein-like 2 
(0SBPL2), transcript variant 2. mRNA 
/cds=(203,1645) /gb=NM_144498 
/gi=21450852 /ug=Hs.15519 /len=3971 


NM_144498 


Hs.15519 


NP_653081 



2865 



Spot 


p^yaiue 


Description 


Gene 

Accession 
No. 


Unigene 

AcceCftSinn 
No. 


Protein 
No. 


2461 


0.014265 


annexin A6 {ANXA6), transcript variant 
1, mRNA /cds==(171,2192) 

/gb=NM_001155 /gi=4809274.... 

/ua=Hs 118796 /len=2528 


NM_001155 


Hs. 118796 


NP_004024 


2476 


0 022485 


MAP kinase-interaGtina serine/threonine 

IVI' \l lAli iv4WV^ II 1 1 ^ImIW VI 1 1^4 vWl II l\^r %.% II III 1 Var 

kinase 1 (MKNKI), mRNA 
/cds=(174,1571) /gb=NM_003684 
/gi=21361100/ug=Hs.5591 /!eh=2745 


NM 003684 


Hs 5591 


NP 003675 


2A11 


0.025072 


of human GTP-binding protein G25K 


AL121737 




NP 426359 


2488 


0.025072 


likely ortholog of nriouse hippocampus 
abundant gene transcript 1 (HIAT1), 
mRNA/Gds={6.1124) /gb=NM_033055 
/ai=24308343 /ua=Hs 21015 /len=2230 


NM_033055 


Hs.21015 


NP_149044 


2508 


0.034378 


sorting nexin 1 (SNX1), transcript 
variant 1, mRNA /cds={13,1581) 
/gb=NM 003099 /gi=2311 1033 
/ug=Hs.75283/len=1984 


NM_003099 . 


Hs. 75283 


NP_69P039 


2520 


0 002982 


KIAA0164 gene product (KlAAOl 64), 
mRNA/cds=(254,3016) . ■ 
/gb=NM_014739/gi=7661957 , 
/ug=Hs.80338 /len=5538 .. 


NM_0 14739 


Hs.80338 


NP_055554 


2533 


0 016031 


kinase substrate HASPP28 mRNA ■ 

IX 1 1 1 Wl W VI 1^ w LI \^ Lw 1 - 1/ 1 1 lll|«lv«-^| 

complete cds 


1126541 






2545 


0.031002 


chromosome 8 open reading frame 1 . 
(C8orf1), mRNA /cds=(346, 1863)- 
/ab=NM 004337 /ai=4757889 
/ug=Hs.40539/len=4199 


NM_004337 


Hs.40539 


NP_004328 


2546 


0.01798 


vascular endothelial growth factor 
(VEGF). mRNA/cds=(702.1277) 
/gb=NM 003376 /gi=19923239 
/ug=Hs.73793/len=3166 - 


NM_003376 


Hs.73793 


NP_003367 


2547 


0.031002 


B-cell CLL/iymphoma 3 (BCL3), mRNA 
/cds;=(42.1382) /gb=NIVI_005178 
/ai=20336471 /ua=Hs 31210 /len=1813 


NM_005178 


Hs.31210 


NP_005169 


2553 


0.027906 


transmembrane protein vezatin 
(VEZATIN) mRNA /cds=(177 1886) 
/gb=NM_017599 /gi=19923537 
/ug=Hs.24135/len=3949 


NM_017599 


Hs.24135 


NP_060069 


256i3 


0.011228 


glycoprotein M6B (GPM6B). mRNA 
/cds=(255,1052) /gb=NM_005278 
/gi=24307894 /ug=Hs.5422 /len=1642 


NM_005278 


Hs.5422 


NP_005269 


2569 


0.038054 


PESTrcontaining nuclear protein 
(PCNP), mRNA/cds=(19.555) 
/gb=NM 020357 /gi=9966826 
/ug=Hs.71618/len=2250 


NM_020357 


Hs.71618 


NP_065090 
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2583 


0.014265 


receptor (calcitonin) activity modifying 
protein 3 (RAMP3), mRNA 
/cds=(30,476) /gb=NM_0O5856 
/qi=5032022 /ug=Hs.25691 /len=1312 


NM_005856 


Hs.25691 


ISP^005847 


2602 


0.042048 


fibrinogen-like 2 {FGL2), mRNA 
/cds-(34, 1 353) /gb=NWI_006682 
/gi=5730074 /iig=Hs.351808 /len-1496 


NM_006682 


Hs.351808 


NP_006673 


2628 


0.003958 


methyltransferase reductase (MTRR), 
transcript variant 2, mRNA 
/cds=(31.2208)/gb=NM 024010 
/gi=1 3325067 /ug=Hs.'l 53792 /len=3291 


NM^p2401'0 


Hs.1 53792 


NP_076915 


2646 


0.031002 


EGF-containing fibuiin-like extracellular 
matrix protein 1 (EFEMP1), transcript 
variant 1, mRNA/cds={150,1631) 
/gb=NM_004105 /gi=9665261 
/ug?:Hs.76224 /len=2742 . 


NM_004105 


Hs.76224 


NP_061489 


2674. 


0.005206 


ring finger protein 10 (RNF10), mRNA 
/cds=(448,2883) /gb=NM_014868 > 
/gi=27544928 /ug=Hs.5094 /len=3129 


NM1614868 


IHS.5094 


NP_055683 


2678 


0.031002 


protein-L-isoaspartate (D-aspartate) 0- 
methyltransferase (PCMT1), mRNA 
/cds-{74,757) /gb=NM_005389 
/gi=4885538 /u5=Hs.79137 /len=1599 


NM_005389 


Hs.79137 


NP_005380 


2681 


0.042048 


HBSI-like (S. cerevisiae) (HBS1L), 
mRNA /cds=(1 94,2248) 
/gb=NM_006620 /gi=24431963 
/ug=Hs.221040/len=7163 


.NMJ06620 


Hs.221040, 


NP_006611 


2682 


0.016031 


choline phosphotransferase 1 (CHPTI ), 
mRNA /cds=(1 71, 1391) 
/gb=NM_020244 /gi=9910383 
/ug=Hs.171889/len=1536 . 


NM_;020244 


HS.1718&9 


NP2064629 


2698 


0.031002 


topoispmerase (DNA) II alpha 170kDa 
(T0P2A), mRNA/cds=(127,4722) 
/gb=NM^001067 /gi=19913405 
/ug=Hs. 1 56346 /len=5698 


NM_001067 


Hs. 156346 


NP_001058 


2719 


0.014265 


HMG-box contairiing protein 1 (HBPI), 
mRNA/cds=(187,1731) 
/gb=NM_012257 /gi=21361410 
/ug=Hs.10882/len=2857 


NM_012257 


Hs. 10882 


NP_036389 


2729 


0.025072 


HIC protein isoform p40 and HIC protein 
isoform p32 mRNAs, complete cds 
/cds=(264, 1 331 ) /gb=AF054589 
/gi=3426297 /ug=Hs. 132739 /ien=4152 


AF054589 


Hs. 132739 




2766 


0008765 


sorting nexin 7 (SNX7), transcript 
variant 1, mRNA /cds=(268,1431) 
/gb=NM_01 5976 /gi=231 1 1053 
/ug=Hs:1 27241-/len=1 798 


NM_015976 


Hs. 127241 


NP_689424 



2867 



Spot 


p-value 


Description 


Gene 

Accession 

No. 


Unigehe 

Accession 

No. 


Protein 

Accession 

No. 


2784 


0.020126 


dual specificity phosphatase 14 
(DUSP14), m.RNA /cds=(234,830) 

/gb=NM_007026 /gi=5902001 

/ugsHs.91448/len=1471 


NM_007026 


Hs.91448 


NP_008957 


2801 


0.027906 


Rattus nbtvegicus mitochohdriai 

genome 


NC_001665 






2809 


0.020126 


cDNA: FLJ21874 fis, clone HEP02488. 
/gb=AK025527 /gi= 10438070 
/ug=Hs.208334 /len=2239 


AK025527 


Hs.208334 




2815 


0.022485 


prpteasome (prosdnne, nfiacropairi) 
subunit, alpha type, 6 (PSI\/1A6), mRNA 
/cds=(1 10,850) /gb=NM_002791 
/gi=231 10943 /ug=Hs.4lp276 /Ien=ip35 


NM_002791 


Hs.410276 


NP_002782 


2820 


0.042048 


iinc finger RNA binding protein (ZFR), , 
mRNA/eds=(44,1300) /gb=NM_016107 
/gi=7706372 /ug=Hs. 1 735 1 8 /leri=2734 


NM^0161d7 . 


Hs. 17351 8 


NP^057191 


2852 


0,042048 


pref6ldin 4:(PFDN4), inRNA 
/cds=(1 ,405)7gb=NM_002623 
/gi=12408676 /ug=Hs.91 161 /len=1208 


NM1_Q02623 


Hs.91161 


NP_002614 


2875 


0.034378 


deubiquitinating enzyme (UNPH4)= 
AF1 53604 ubiquitin-specific protease 
homolog(UPH) 


AF1d6069 




NP_0063q4 


2876 


0.034378 


transcriptional regulator interacting with 
the PHS-brortiodomain 2 (TRIf?'Br2), 
mRNA /cds={298, 1242) 
/gb=NM_01 4755 /gi=7661 925 

/ug=Hs.77293 /len=5544 


NM_014755 


Hs.77293 


NP_055570 


2892 


0.042048 


t-complex 1 (TCP1), mRNA . 
/cds={22,1692) /gb=NM_030752 
/gi= 13540472 /ug=Hs.4112 /Ien=20l9 


NM_030752. 


Hs.4112 


NP_1 10379 


2944 


0.027906 


hypothetical protein FLJ20345 
(FLJ20345), mRNA/cds=(175,l425) 
/gb=NM_017777 /gi=8923323 
/ug=Hs.20558 /len=2081 


NM_017777 


Hs.20558 


NP_060247 


2945 


0.038054 


hypothetical protein BC01 8453 

(LOC129531), mRNA/cds=(49,798) 
/gb=NM_1 38798 /gi=20270348 
/ug=Hs. 14222 /len=963 


NM_138798 


Hs. 14222 


NP_620153 


2958 


0.020126 


TH1-lil<e (Drosophila) (TH1L), mRNA 
/cds=(8.1429) /gb=NM_016397 
/gi=7705462 /ug=Hs.51 84 /len=21 30 


NM_016397 


Hs.5184 


NP^057481 


2959 


0.027906 


protein (peptidyl-prolyl cis/trans 
isomerase) NIMA-interacting, 4 
(parvulin) (,PIN4), mRNA /cds=(25,420) 
/gb=NM_o66223 /gi=5453901 
/ug=?Hs.l1774/len=997 _ 


NM_006223 


Hs.11774 


NP_006214 



2868 
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2961 


0.008765 


l|ne-1 protein 0RF2 (=p150) 


B28096 ■ 






3023 


0.042048 


apolipoprotein D (APOD), mRNA 
/cd<?=f62 631 Wab=NM 001647 
/gi=4502162 /ug=Hs.75736 /len=809 


NM_001647 


Hs J5736 


NP_001638 


3071 


0.04638 


endothelin receptor type A (EDNRA), 
mRNA /cds=(485, 1768) 
/ab=NM 001957 /ai=4503464 
/ijg=Hs.76252 /len=4105 


NM^t)1957 


Hs.76252 


NP_001948 


3072 


0.042048 


trichorhinophalangeal syndrome 1 
(TRPS1), mRNA/cds==(639,4484) 
/gb=NM_014112 /gi=7657658 ; 


NM_014112 


Hs.26102 


NP_054831 


3090 


0.025072 


Similar to kinesin family member C1, 
clone MGC:1202 |MAGE:3506669, 
mRNA cnmnlptp cd<; /rds=M68 2189'^ 
/gb=BC000712 /gi=12653842 
/ug=Hs.20830 /len=2400 


BC00q712 


Hs.20830 


NP^0p2254 


3185 


0 020126 


mRNA for repressor jirotein, partial cds. 
/rri<?=n 91'i7Wah=n30619 /ai=2723456 
/ug=Hs.58l67 /len=3737 ■ . 


D30612' " 


Hs,58167 




3202 


0.020126 


cDNA FLJ1 341 9 fis. clone 

PIAGEinn2115 /ah=AK023481 

/gi= 10435427 /Ug=Hs. 163443 /len=2290 


AK023481 


Hs. 163443 




3204 


0 04638 


clone IMAGE 5263531 mRNA 
/gb=BC037740 /gi-22902216 
/ua=Hs 18016 /len='5036 


BC037740 


Hs 18016 




3241) 


0.031002 


brain specific protein (CGI-38), mRNA 
/cds=(100,624)/gb=NM_016140 • 
/ai=77063Q2 /ua=H«; 21^112 /leri=999 


NM^016140 


Hs.279772 


NP_057224 


3280 


0.020126 


RETROViRUS-RELATED POL 
POLYTOTEIN 


P1 1369 








\J.\J\J I \J\J£. 

\ 


Ft<;l1fF roliWFT«?l1\ mRNA ' 
/cds=(301 ,1290) /gb=NM_012280 
/gi=7110660 /ug=Hs.23170 /len=1867 


NM 012280 


Hs 231 70 


NP 803188 


3288 


0.005206 


cyclin G2 (CCNG2), mRNA 
/cds=(1 36,1 170) /gb=NM_004354 
/gi=4757935 /ug=H's.79069 /len=2044 


NM_004354 


Hs.79069 


NP_0041345 






1 1 HIUL'I ILII lUI Idl llUUoUlllCll IJIULdll L.^V- 

(MRPL20), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(65,514) /gb=NM_017971 
/gi=26638656 /ugi=Hs. 182698 /len=?705 


NM ni7Q71 

INIVI \J 1 f \7 f 1 


Hs 182698 


NP 060441 


3313 


0.025072 


ATPase, H transporting, lysosomal 
9kDa, VO subunit e (ATP6V0E), mRNA 
/cds=(76,321) /gb=NM_003945 
/gi=1 991 3435 /ug=Hs.415629 /len=849 


NM_^P03945 


Hs.415629 


NP_003936 



2869 
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3322 


0.04638 


ribonuclease P (30kD) (RPP30), mRNA 
/cds=(295.1101) /gb=NM_006413 
/gi=19923360 /ugrHs..13.91.20 flen;;26.43 


NM^006413 


Hs. 139120 


NP^006404 


3445 


0;04638 


mRNA; cDNA DKFZp434A1520 (from 

clone DKFZp434A1520); partial ccls. 
/cds=(1,551) /gb=AL137544 
/gi=6808224 /ug=Hs,.406722 /len=2775 


AL137544 

1 


Hs;406722 




3520 


0:009931 


mRNA; cDNA DKFZp586F2423 (from 
clone PKFZp586F2423) /gb=AL080209 
/gi=5262698 /ug-Hs. 13659 /len=4254 


AL080209 


Hs 13659 




3524 


0.02091 i2 


UI-H-pHl-awr-a-12-0-Ul.s1 

NCI_CGAP_DH1 cDNA done 
IMAGE;5893139 3', mRNA sequence 
/clone-lMAGE:58931 39 /clone_end=3' 
/gb=BQ001533 /gi=1 9726433 ■ 
/ug=Hs.1 94397 /len=1039 


BQ0O1533 


Hs. 194397 




3539 


0.012669 


ubiquitin C (UBC), mRNA ^ 
/cds=(1 36,21 93) /gb=NM_021 009 
/gi==20149305 /ug=Hs.1 83704 /len=2309 


NM_021009 


Hs. 183704 


NP_066289 


3589 


0.027906 


yeast Sec31p (KIAA0905), mRNA 
/cds=(54,3716) /gb=NM_014933 
/gi=7662369 /ug=Hs.70266 /len=4129 


NM_014933i 


Hs.7026e 


NP_057295 


3616 


0.042048 


CDID antigen, d polypeptide (CDID), ' 
mRNA /cds=(1 65, 1172) 
/gb=NM_001766/gi=4502648 ' 
/ug-Hs.1799/len=1903 


NM_001766 


Hs.1799 


NP_001757 


3649 


0.012669 


FLJ 1 4680 fis, clone NT2RP2004242, 
weakly similar to NEUROFILAMENT 
TRIPLET H PROTEIN /cds=(41,1885) 
/gb=AK027586 /gi=14042362 
/ug=Hs.334802 /len=2551 


AK027586 . 


Hs.334802 


NP,G78994 


3672 


0.008765 


CDNAPSEC0152 fis, clone 
PLACE1 007885. /cds=(20, 11 44) 
/gb=AK075459 /gi=22761560 
/ug=Hs.350475 /len=2130 


AK075459 


Hs.350475 




3690 


0027906 


IK cytokine, down-regulator of HLA II 
(IK), mRNA /cds=(1 12,1785) 
/gb=NM_006083 /gi=1 1 038650 
/ug=Hs.8024/len=1785 


NM_^006083 


Hs.8024 


NP_Q06074 


3693 


0.031002 


exonuclease GOR (GOR), mRNA 
/cds=(628,1584) /gb=NM_1 72239 
/gi=26665874 /ug=Hs.373854 /len=6609 


NM J 72239 


Hs.373854 


NP_758439 



2870 
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3722 


0.01798 


clusterin (complement lysis inhibitor, SP- 
40,40, sulfated glycoprotein 2, 
testosterone-repressed prostate 
message 2, apolipoprotein J) (CLU), 
mRNA /cds=(48,1397) /gb-NM_d01831 
/9i=4502904 /ug=Hs.75106 /len=1676 


NM^O0i831 


Hs.75106 


NP_001822 


3732 


0.038054 


hypothetical protein FLJ20718 
(FLJ20718), mRNA/cds=(228,2012) 
/gb=NM_017939 /gi=8923644 
/ug=Hs.50579 /len=2658 


NM_017939 


Hs.50579 


NP_060409 


3763 


0,025072 


U!-ErEO1-aja-c-22-0-Ul.s1 UI-E-E01 
cDNA clone UI-E-EO1-aja-c-22-0-UI 3", 
mRNA sequence /clone=UI-E-E01-aja- 
C-22.0-UI /cl.6ne_end=3' /gb=BM680199 
/gi=18990095 /ug=Hs.355581 /len-1 071 


BM680199 


Hs;35558i 




3802 


0.038054 


cartilage associated protein (CRTAP), 
mRNA /cds=(12,1217) /gb=NM_006371 
/gi=2 1 536278 /ug=Hs. 1 55481 yien=2307 


NM^00637f 


Hs: 155481 


NP_0063'65 


3805 


0.034378 


hypothetical protein FLJ 10350 ■ 
(FLJ10350), mRNA/cds=(676,2340) 
/gb=NM_018067 /gi=21361750 
/ug=Hs. 1 77596 /len=2811 


NM_018067 


Hs. 177596 


NP_060537 


3889 


0.008765 


FLJ30635 fis, clone CTONG2002520 
/cds=UNKNOWN /gbfAK055197 
/gi=16549871 /ug=.Hs.351331 7len=2174 


AK055197 


Hs.351331 


NP_000357 


3972 


0.01798 


chitinase 3-iike 1 (cartilage giycoprotein- 
39) (CHI3L1 ), mRNA /cds=(1 27, 1 278) 
/gb=NM_0p1 276 /gi=455701 7 
/ug=Hs.751$4/|en=1925 


NM_001276 


Hs.75184 


NP_001267 


4038 


0.020'126 


rhultiple PDZ domain protein (MPDZ), 
mRNA /cds=(47,6175) /gb=NM_003829 
/gi=4505230 /ug=Hs. 1 69378 /len=6582 


NM_O03829 


Hs. 169378 


NP_003820 


4051 


0.04638 


methyl CpG binding protein 2 (Rett 
syndrome).(MECP2), mRNA 
/cds=( 168, 1628) /gb=NM_004992 . 
/gi=77101487ug=Hs.3239 /len-10182 


NM_004992 


Hs.3239 


NP_004983 


4075 


0.031002 


ankylosis, progressive (rhpuse) (ANKH), 
transcript variant 2, mRNA 
/cds=(265,1743) /gb=NM_054027 
/gi=21536394 /ug=Hs.168640 /len=4031 


NM^054027 


Hs.168640 


NP_473368 


4082 


0.020126 


Leu 2ipEerproteirLp40(61%) 


1901303A 




1901303A 


4084 


0.009931 


guanyl cyclase C gene, - ' 


U20230 






4160 


0.031002 


BPAG1n3(BPAG1) 


AF166191 ; 




NP 065121 



2871 
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4184 


0.012669 


ubiquitin-conjugating enzyme E2, J1 
(UBC6 yeast) (yBE2J1). mRNA 
/cc|s=^(118,1095) /gb=NM_016021 • 
/gi=7706311 /ug=Hs.184325 /|en=1786 


NM_016021 


Hs. 184325 


NP_057420 


4199 


0.011228 


protein phosphatase 1 , regulatory . 
subunit 1 0 (PPP 1 R 1 0), mRNA 
/ccis=(553,3375) /gb=;NM_0d2714 
/gi^25777670 /ug=Hs,106019 /len=4540 


NM_002714 


Hs.106019 


NP^002705 


4237 


0.042048 


smootheliri (Sfi/ITN), transcript variant 2, 
mRNA /cds=(21 9,2966) 
/gb=NM_1 34269 /gi=1 991 3395 
/uq=Hs.149098/len=3294 


NM_134269 


Hs.149098 


NP_599032 


4253 


0.034374 


cartilage associated protein (CRTAP), 
mRNA /cds=( 1.2,1217) /gb=Niy/l_006371 
/9i=21 536278 /ug^Hs.1 55481 /ien=2307 


NM,.006371 


Hs. 155481 


NP_006362 


4262 


0.006784 


peptidylprolyl isomerase B (cyclophilin 
B)(PPIB), mRNA /cds=(1 50.800) ' 
/gb=NI\/l_000942 /gi=20149505 
/ug=Hs.394389/(en=1028 . 


NM_000942 


Hs.394389 


NP_000933 


4264 


0.0i25072 


syntrbphin, alpha 1 (dystrophin- ' 
associated protein A1 , 59kDa, acidic 
component) (SNTA1), mRNA 
/cds=(273, 1 790) /gb?=NM_003098 ' 
/gi=1 8765742 /ug=Hs.31121 /len=2345 


NM^003098 


Hs.31121 


NP_003089 


4307 


0.025072 


HT015 protein (HT01 5) 


AF223466 




NP 061049 


4309 


0.003958 


aminopeptidase puromycin sensitive 
(NPEPPS), mRNA /eds=(1 96,2823) 
/gb=NM_00631 0 /gi=1 5451 906 
/ug=Hs.293007/len=4177 • 


NM_006310 


Hs.293007 


NP_006301 


4313 


0.04638 


chromosome 20 open reading frame 
167 (C20orf167), mRNA /cds=(64, 1053) 
/gb=NM_052951 /gi=16418440 
/u9=Hs.26213/len=1296 


NM_052951 


Hs.26213 


NP_443183 


4349 


0.04638 


class 1 cytokine receptor (zcytorS) 


AF1 78684 




NP 004741 


4389 


0.034378 


ADP-ribosylation factor 3 (ARF3) 


MM 001659 




NP 001650 


4390 


0.027906 


ataxia telangiectasia and Rad3 related 
(ATR), mRNA /cds=(1 06,8040) 
/gb=NM_001 184 /gi=20143978 
/ug=Hs.77613/len=8265 


NM_001184 


Hs.77613 


NP_001175 


4392 


0.04638 


hypothetical protein MGC14697 
(MGC14697), mRNA /cds=(264,440) 
/gb=NM_032747 /gi=14249375 
/ug=Hs.171625/len=581 


NM_032747: 


Hs. 171 625 


NP_1 16136 



2872 
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4394 


0.042048 


Likely ortholog of mouse tumor necrosis- 
alpha-induced adipose-related protein, 
cDNA FLJ 14901 f is, clone 
PLACE1 005409 (AK027807. 1 ) 


AK027807 


Hs.44208 


NP_078912 


4404 


0.022485 


KIAA1723 protein, partial cds 
/cds=UNKNOWN /gb=AB051510 
/gi=1 2697990 /ug=Hs.8700 /len=7365 


AB051510 


Hs.8700 


NP_006085 


4439 


0,020126 


retinoblastoma binding protein 6 

(RBBP6), mRNA /cds=(92,2938) 
/gb=NM_006910 /gi-5902043 
/ug=Hs.91065/len=2994 


Nl\/I^006910 


Hs.91065 


NP_008841 


4445 


0.038054 


CDNA FLJ36681 fis, clone 
UTERU2006547. /gb=AK094000 
/gi=21 752972 /ug=Hs.376416 /len=2372 


AKd94p0d 


Hs.376416 




4452 


0.010561 


gene from PAC 747L4. /cds=;(73,555) 
/gb=ALp35297 /giM20p248 
/ug=Hs.1 19254 /len= 1155 


AL035297 


Hs. 119254 




4453 


0.022485 


partial RAB1 8 gene for RAS-related 
small GTPase RAB 18, exons -4-6 


AJ277148 






4464 


0.025072 


suCRase-isomaltase {S\1 


M84646 






.4468 


0.004545 


cDNA FLJ13771 fis, clone 

PLACE4000270. /gb=AK023833 

/gi=1 043581B8 /ug=Hs.288934 /len^61 33 


AK023833 


HS.288934 




4475 


0.01798 


RNA'bihding motif protein 8B (RBM8B) 


AF231512 






4508 


0.04638 


peptidyl-prolyl isomerase G (cyclophilin 
G) (PPIG), mRNA /cds=(1 58.2422) 
/gb=NM_004792/gi=4758105. " 
/ug=Hs. 77965 yien=:2695 


NM^004792 


Hs.77965 


NP_004783 


4514 


0.038054 


myeloid/lymphoid or nlixed^lineage 
leukemia (trithorax (Drosophila) 
homolog); translocated to, 2 (MLLT2) 
=L13773, AF-4 mRNA, 


NM_005935 




NP^005926 


4515 


a; 04638 


cell recognition molecule CASPR3 
(CASPR3), transcript variant 1, mRNA 
/cds=(408,3872) /gb=NM_033655 
/gi= 16306508 /ug=Hs.2 12839 /len=5017 


NM_Ci33655 


Hs.212839 


NP_387504 


4521 


0.04638 


zinc finger protein 267 (ZNF267), 
transcript variant 498723, mRNA 
/cds=(1 34,2365) /gb=NM_003414 
/gi=24431954 /ug=Hs. 145498 /len=3205 


NM_003414 


Hs. 145498 


NP_Oq3405 


4548 


0.038054 


type II integral membrane protein 
(NKG2-D) (=U08988 CRFB4 ) 


AF001297 







2873 . 



Spot 
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No. 


4550 


0.008765 


hypoxanthine phosphdribosyltransferase 
1 (Lesch-Nyhan syndrome) (HPRT1), 
m,RNA /cds=(86,742) /gb=NM_000194 
/gi=4504482 /ug=Hs.82314 /len=1331 


NMJ0p194 


Hs.82314 


NP_000185 


4567 


0.00772 


CD163 antigen (GDI 63), mRNA 
/cds=(1 02,3572) /gb=NM_004244 
/gi=1 9923275 /ug=HsJ4076 /len=4950 


NM_004244 


Hs.74076 


NP_004235 


4584 


0.012669 


Rho-associated, Goiled-cpil containing 
protein l<inase 1 (ROCKI), mRNA 
/cds=(1,4065) /gb=NI\/l_005406 
/gi=4885582 /ug=Hs. 1 7820 /len=4065 


NM_005406 


Hs.17820 


NP^005397 


. 459d 


0.016031 


zinc finger protein 106 (ZFP106); mRNA 
/cds=(336,5987) /gb=NM_022473 
/gi=1 1968022 /ug=Hs.15220 /len-10487 


Nl\/I_022473 


Hs. 15220 


NP_071?18 


4595 


0.027906 


wc09c01 x1 NCI_CGAP_Pr28 cDNA 
clone |MAGE;2314656 3' similar to 
gb:J05016 PROTEIN DISULFIDE 
ISOMERASE-RELATED PROTEIN 
PRECURSOR mRNA sequence 
/clone=IMAGE:2314656 /clone_end=3' 
/gb=AI674177 /gi=4874657 
/ug=?Hs,200089 /len=526 


AI674177 


Hs.200d89 




4614 


O:038054 


sperm antigen-36 


AF1 87554^ 






4634 


0.034378 


DNAJ domain-containing (MCJ), mRNA 
/cds=(424,876) /gb=NM^013238 
/gi=7019452 /ug=Hs.45105 /len=1074 


NM_013238 


Hs.45105 


NP^037370 


4661 


0.005206 


cDNA FLJ30561 fis. clone ' 
BRAWH20b4580. /gb=AK055123 
/gi=1 6549782 /ug=Hs. 153618 /len=2115 


AK055123 


Hs.1,53618 




4668 


0.027906 


CDNA FLJ31439 fis, clone 

NT2NE2000707. /gb=AK056001 

/gi=1 6550873 /ug-Hs.349656 /len^2009 


AK056001 


Hs.349656 




4680 


0.011228 


U4/U6-associated RNA splicing factor 
(HPRP3P), mRNA /cds=(73,2124) 
/gb=NM_004698 /gii=4758555 
/ug=Hs.11776/len=2344 


NM_004698 


Hs.11776 


NP_004689 


4689 


0.025072 


t-complex-associated-testis-expressed 
l^like (TCTEIL), mRNA /cds=(69,41 9) 
/gb=NM_006520 /gi=5730086 
/ug=Hs.446392 /len=:2156 


NM_006520 


Hs.446392 


NP_006511 



2874 
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4798 


0.022485 


Rho-associated,coiled-c6il 'containing 
protein kinase 2 (R0CK2), mRNA 
/cds=(455,4621) /gb=NIVI_004850 
/gi=663.3807 /ug=Hs.58617/len=6409 


NM_004850 


Hs.58617 


NP_004841 


4800 


0.022485 


C0P9 constitutive phptomorphogenic 
subunit 4 (Arabidopsis) (C0PS4), 
mRNA /cds=(7, 1224) /gb=NM_016129 
/gi=7705844 /ug=Hs.6671 /Ien=i613 


NM_016129 


Hs.6671 


NP_^057213 


4821 


0.042048 


eukaiyotic translation termination factor 
1 (ETF1), mRNA /cds=(1 36,1449) 
/gb=NIVi_004730 /gi=4759b33 
/ug=Hs.77324 /len=3653 


NM_^004730 


Hs. 77324 


NP_004721 


4855 


0.042048 


KIAA0795 protein(KIAA0795), mRNA 


XM_016166 






4873 


0.01798 


U\Ti-3TM protein (LAT1-3tM), mRNA 

/cds=(80,622) /gb=NM_031211 

/gi-1 3654279 /ug=Hs.325520 /ien=2114 


Nl\/I^0312i1' 


Hs.325520 


NPj 12468 


4992 


0.034378 


tissue factor pathway inhibitor " 
(lipoprotein-associated coagulation 
inhibitor) (TFPI). mRNA /cds=;(1 ,915) 
/gb=NM 006287 /gi=67 15569 
/ug=Hs..170279/len=9.15 


NM_006287 


Hs. 170279 


NP_006278 


5033 


0:031002 


actiri related pi-otein 2/3 complex, ' 
subunit 2, 34kDa (ARPC2), transcript , 
variant 1, mRNA /cds=(1 13,1015) 
/gb=NM_1 52862 /gi=23238210 
/ug=Hs.8i3583/len=1462 


NM_1 52862 


Hs.83583 


NP;^690601 


5072 


0.008765 


actin binding LIM protein 2 {ABLIM2), 
mRNA/cds={123,17i8). 
/gb=NM_032432 /gi=27477050 
/ug=Hs.25522 /len=3407 


NM^032432 


Hs.25522 


NPJ 15808 


5082 


0,042048 


solute carrier family 9 (sodium/hydrogen 
exchanger), isoform 3 regulatory factor 
2 (SLC9A3R2), mRNA /cds=(97,1449) 
/gb=NM_0p4785 /gi=4759141 
/ug=Hs.101813/len=1600 


NM_004785 


Hs.101813 


NP_0d4776 


5177 


0.031002 


eukaryotic translation initiatiori factor 3, 
subunit 10 theta, 150/170kDa 
(EIF3S10), mRNA /cds=(1 14.4262) 
/gb=NM_003750 /gi=4503508 
/ug=Hs. 1 54796 /len=5256 


NM_003750 - 


Hs. 154796 


NP_003741 


5183 


0.012669 


basic transCRiption factor 2 p44 
(btf2p44) gene, partial cds, neuronal 
apoptosis inhibitory protein (naip) and 
survival motor neuron protein (smn) 


U80017 







Spot 


p-value 
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Acc ssipn 
No. 


Unigene 

Accession 

No. 


Protein 
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No. 


5184 


0.016031 


ankyrin repeat, family A (RFXANK-like), 
2 (ANKRA2), mRNA/ccls=(648,1589) 
/gb=NM 023039 /gi=21.362082 
/ug=Hs.239154/len=2048 


NM_023039 


Hs.239154 

\- 


NP_075526 


5188 


0.020126 


p53R2 rpRNA for fibonucleotide ' 
reductase, complete cds. , 
/cds=(245, 1 300) /gb=AB036063 
/gi=7229085 /ug=Hs.94262 /len=4955 


AB036063 


Hs.94262 




5204 


0.O2O126 


stathmin-like 3 (STMN3), mRNA 
/cds=(83.625) /gb=NM_01 5894 
/gi=14670374 /ug=?Hs.285753 /len^2255 


NM^015894 


Hs.285753 


NP_056978 


5246 


0.04638 


cNA sequence (RG2rBT0389-01 0400- 
013-e04BT0389) 


BE069597 




NP_001675 


5267 


0034378 


RNA binding motif protein 6 (RBM6), 
ntiRNA /cds=(1 34,3505) 

/gb=NI\/l_005777^/gi=5032032 . 
/ug'=Hs. 1 73993 /ren=3639 


NM^005777 


Hs. 173993 


NP_005768 


5273 


0.014265 


mRNA; cDNA DKFZp434A163 (from 
clone DKFZp434A1 63); partial cds 
/cds=?( 1 ,4964) /gb=AL1 1 021 8 
/gi=58171 50 /ug=Hs.127401 /len=5084 


AL110218 


Hs.127401 




5279 


0.031002 


paternally expressed 10 (PEG10), 
mRNA/cds=(118,1095) 
/gb=NM_015068 /gi=14149662 
/ug=Hs, 1 37476 /len=6253 


NM_015068 


Hs. 137476 


NP:_055883 


5320 


0;025072 


mRNA; cDNA DKFZp564O0122 (from 
clone DKFZp564O0122) /gb=AL049951 
/gi=488,4198 /ug=Hs.22370 /len=1727 


AL049i951 

•vJ' 


Hs.22370 




5328 


0.011228 


CDC20 ceil division cycle 20 (S. 
cerevisiae) (CDC20), mRNA . 
/cds=(1 11,1610) /gb=NM_001255 
/gi-4557436 /ug-Hs.82906 /len=1686 


NM_001255 


Hs.82906 


NP^001246 


5349 


0.042048 


peroxisome receptorl (PXR1), mRNA 
/cds=(52,1947) /gb=NI\/l_000319 
/gi=21 361203 /ug=Hs.1 58084 /len=3227 


NM_000319 


Hs. 158084 


NP_000310 


5388 


0.016031 


peroxiredoxin 1 (PRDX1), mRNA 
/cds=(61 ,660) /gb=NM_002574 
/gi=4505590 /ug=Hs. 180909 /len=937 


NM_002574 


Hs. 180909 


NP_^002565 


5394 


0.005949 


hypothetical protein FLJH294 
(FLJ11294), mRNA/cds=(160,4t70) 
/gb^NM_01 8383 /gi=1 9923528 
/ug=Hs. 1 07000 /len=4602 


NM_018383 


Hs. 107000 


NP_060853 
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5399 


0042048 


cyclin-dependent kinase inhibitor 1 B 
(p27, Kipl ) (CDKN1 B); mRNA 
/cds={466,1062) /gb=NM_004064 
/gi=17978497 /ug=Hs.238990 /len=2422 


NM_004064 " 


Hs.238990 


NP_004055 


5400 


0.042048 


dUTP pyrophosphatase (DUT), mRNA 
/cds=(20,514) /gb=NM_001948 
/gi=21361335 /ug=.Hs.367676 /len=1816 


NIVI^001948 


Hs.367676 


NP^001939 


5414 


0.027906 


mRNA; cDNA DKFZp313L1834 (from 
clone DKFZp313L1834) /gb=AL832699 
/gi=21733278 /ug=Hs.336446 /len=2883 


AL832699 


Hs.336446 




5426 


0.04638 


Hypotheticarproteih(cDNA: FLJ23458 
fis, clone HSI07327) 

J ' 


AK027111 




NF>_00d976 


5428 


Q.042048 


proteasome (prosome, macrbpain) 
subunit, beta type, 7 (PSMB7), mRNA 

/cds=(1 8,851) /gb=Niyi_002799 
/gl=23110926 /ug=Hs.433434 /len=1012 


NM_0.02799 


Hs.433434 


NP_002790 


5453 


0,031002 


nuclear factor (erythroid-derived 2)-lil<e 
2 (NFE2L2), mRNA/cds=(1 14,1931) 
/gb=NM_006164 /gi=20149575 
/ug=Hs, 155396 /len=2439 


NM_006164 


Hs.1 55396 


Ni'.ooeiss 


5489 


0.027906 


DKFZP566H073 protein 
(DKFZP566H073), mRNA . / 
/cds;F(450,1502) /gb=NM_015528 
/gi=14149701 /ug=Hs.7158 /len=1723 


Niyi_015528 


Hs.7158 


NP_056343 


5505 


0.027906 


SECIS binding protein 2 (SBP2), mRNA 
/cds=(58,2622) /gb=NM_024077 
/gi=21359954 /ug=Hs.288141 /len=3457 


N[Vi_024077 


Hs.288141 


NP_076982 


5519 


0.012669 


solute carrier family 4, sodium 
bicarbonate cotransporter, member 7 
(SLC4A7), mRNA/cds=(72,3716) 
/gb=NM_00361 5 /gi=1 9923175 
/ug=Hs. 1 32904 /len=7785 


NiVI_003615 


Hs. 132904 


NP_003606 


5522 


0.031002 


transcription elongation factor B (Sill), 
polypeptide 2 (18kDa, elongin B) 
(TCEB2). mRNA/cds=(1,357) 
/gb=NM_007108 /gi=6005889 
/ug=Hs. 1 72772 /len=357 


NM^00710i5 


Us, 172772 


NP_009039 


5525 


0.042048 


tuftelih interacting protein 11 (TFIP11), . 
mRNA /cds=(264,2777) 
/gb=NM_012143 /gi=8393258 
/ug=Hs.20225 /len=3565 


NIVI_^012143 


Hs.20225 


NP_036275 
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5529 


0.031002 


SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily d, member 2 (SMARCD2), 
mRNA/cds=(423,1850) " 
/igb=NM_003077 /gi=21 264350 
/ug=Hs.250581 /len=2704 


NM_003077 

- 


Hs.250581 


NP_003068 


5560 


0.04638 


insulin-like growth factor 2 receptor 
(IGF2R), mRNA/cds=(148,7623) 
/gb=NM_000876 /gi=4504610 
/ug=Hs.76473 /len=9090 


NM_000876 


Hs.76473 


NP_000867 


5562 


0.034378 


high-mobility group box 2 (HMGB2), 
mRNA /cds=(191.820) /gb=NM_002129 
/gi=14141 173 /ug=Hs.80684 /len=1277 


NM_002129 


Hs.80684 


NP_002120 


5596 


0.01798 


CDA02 protein (CDA02), mRNA 
/cds={3.1832) /g,b=NM_032025 
/gi=14042940yug=Hs.332404/len-2179 


NM_032025 


Hs.332404 


NP_1 14414 


5605 


O.O279O6 


GABA(A) receptor-associated protein- 
like 2 (GABARAPL2), mRNA 
/cds=(1 37,490) /gb=NIVI_007285 
/gi=27374999 /ug=Hs.65 1 8 /len= 1031 


NM^007285 


Hs.6518 


NP_009216 


5665' 


0.020126 


golgi associated^ gamma adaptin ear 
containing, ARF binding protein 3 
(GGA3), transcript variant long, mRNA 
/cds={10,2181)/gb=NM_138619 . 
/gi=2d336266 /ug=Hs.87726 /len=3860 


NM_138619 


Hs.87726 


NP_6l95i25 


5827 


0.00772 


PHKB gene (exon 25) 


X84930 






5905 


0.020126 


protein phosphatase 2 (formerly 2A), 
regulatory subunit B", alpha 
(PPP2R3A), mRNA /cds=(505.3957) 
/gb=NM_002718 /giTl9923228 
/ug=Hs.28219/len=5217 


NM_002718 


Hs.282l9 


NP_002709 


5906 


0.038054 


602034564F1 NCI CGAP_Brn64 cDNA 
clone IMAGE:41 82759 5", mRNA 
sequence /clone=IMAGE:4182759 
/clone_end=5' /gb=BF337136 
/gi=1 1283240 /ug=Hs.398001 /len=1223 


BF337136 


Hs.398001 




5934 


0:01 2669 


enthoprotin (ENTH), mRNA 
/cds=(102,1979) /gb=NM_014666 
/gi=7661967 /ug=Hs.132853 /len=3336 


NM_014666 


Hs. 132853 


NP_055481 


5986 


0.006784 


zinc finger and BTB domain containing 
1 (ZBTB1 ). mRNA /cds-{263.21 97) 
/gb=NM_014950 /gi=7662437 
/ug=Hs.372699 /len=3990 


NM^014950 


Hs.372699 


NP_055765 
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6026 


0.022485 


fibromodulin (FMOD), mRNA 
/cds=(21,1151) /gb=NM_002023 
/gi=5016093 /ug=Hs.230 /len=2863 


NM_002023 


Hs.230 


NP_0O2O14 


6040 


0.00772 


von Hippel-Lindau binding protein 1 
(VBP1), mRNA /cds=(21 1,804) 
/gb^NM_003372 /gi=21614497 
/ug=Hs. 1 98307 /len= 1778 


NM_003372 


Hs:i98307 


NP_003363 


6125 


0.04638 


Sjogren's syndrome nuclear autoantigen 
1 (SSNA1 ), mRNA /cds=(47,406) ■ 
/gb=NM 003731 /gi=4505324 
/ug=Hs.18528/len=865 


NM_003731' 


Hs. 18528 


NP_003722 


6127 


0.006784 


zinc finger protein 76 (expressed in 
testis) (ZNF76), mRNA /cds=(215,1 927) 
/gb5NM_003427 /gi=21361 145 
/ug-Hs.29222 /len=2680 


NM_003427 


Hs.29222 


NP_003418 


6128 


0.014265 


Rab acceptor 1 (prenylated) (RABAC1), 
mRNA /cds=(31 ,588) /gb=NM_0064i23 
/9i=5453959 /ug=Hs.1 1417 /len=770 


NM_006423 


Hs. 11417 


NP_0p64l4 


6131 


0.016031 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 8, 19l<Da (NDUFA8), 
mRN>^/cds=(68.586) /gb=NM_0l4222 
/gi=7657368 /ug=Hs;31547/len=700 


NM_014222 


Hs.31547 


NP_055037 


6135 


0.005206 


cyclin-dependent kinase 4 (CDK4), 
transcript variant 1, mRNA 
/cds=(228,1 139) /gb=NM_000075 
/gi=1 6936531 /ug=Hs.95577 /len=1474 


NM_000075 


Hs.95577 


NP_443710 


6137 


0.038054 

t 


developnientally regulated GTP binding 
protein 2 (DRG2), mRNA 
/ods=(65,H59) /gb=NM_001388 
/gi=23065518 /ug=Hs.78582 /len=1897 


NM_001388 


Hs.785.82 


NP^001379 


6143 


0.035996 


mRNA; cDNA DKFZp686G1167 (from 
clone DKFZp686G1167) /gbML833600 
/gi=21 734246 /ug=Hs.7720 /|en=8355 


AL833600 


Hs.7720 


NP_001367 


6180 


0.038054 


mRNA for KIAA0774 protein, partial cds. 
/cds=(1,3492) /gb=AB018317 

/gi=3882268 /ug=Hs.22201 /len=4021 


AB018317 


Hs.22201 




6215 


0.027906 


splicing factor, arginine/serine-rich 2 
(SFRS2), mRNA /cds=(1 56,821 ) 
/gb=NM_003016 /gi=4506898 
/ug=Hs.73965/len=1879 


NM_003016 


Hs.73965 


NP_003007 


6227 


0.027906 


splicing factor, arginine/serine-rich 4 
(SFRS4), mRNA /cds=( 107, 1591) 
/gb=NIVI_005626 /gi=?21361281 
/ug=Hs.76122/len=2167 


NM_005626 


Hs.76122 


NP_005617 
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6230 


0.029136 


nudix (nucleoside diphosphate lini<ed 
moiety X)-type motif 4 (NUDT4), mRNA 
/cds=(191,736) /gb=NM_019094' 
/gi=24432097 /ug=Hs.355399 /len=3652 


NM_019094 


Hs.355399 . 


NP_061967 


6256 


0020126 


ribortuelease, RNase A family,-4 
(RNASE4), mRNA/edS=(173,616) 
/gb==NM_002937 /gi=20070170 
/ug=Hs.283749 /len=1414 


NM_002937 


Hs.283749 


NP_002928 


6263 


O.034378 


down-regulated in metastasis (DRIM), 
mRNA/cds=(145.8502) 
/gb=NM 014503 /gi=765704d 
/ug=Hs.178614/len=9017 


NM_01450'3 


Hs. 178614 


NP_055318 


6307 


0.035996 


cDNA FLJ37296 fis, clone 
BRAMY201 5420. /gb=AK09461 5 
/gi=21 753707 /ug-Hs.4983 /len=3181 ; 


AK094615 


Hs.4983 




6316 


0.048742 


KIAA1046 protein (KIAAi046) 


NM 014928 






6324 


0:025072 


SR rich protein (DI<FZp564B0769), 
mRNA /cds=(33,2450) /gb=NM_032870 
/gi=1 8699723 /ug=Hs. 1 8368 /!efi=2663 


NM_O32870 


Hs. 18368 


NP_116259 

, ■ ■ .. 


6325 


0.027906 


AT-binding transcription factor 1 
(ATBF1), mRNA /cds=(674,1 1785) 
/gb=NM_006885 /gi= 19923286 , 
/ug=Hs.101842/len=11893 


NM_006885 


Hs.101842 


NP_008816 


6347 


0.038054 


mitochondrion, complete genome 


NC 001807 






6367 


0.01798 


growth arrest-specific 1 (GAS1), mRNA 
/cds=(41 1 ,1448) /gb=NM_002048 
/gi=4503918 /ug=Hs.65029 /len=2828 


NM_002048 


Hs.65029 


NP_002039 


6378 


0.04638 


signal peptidase complex (18kD) 
(SPC18), mRNA/cds=(78,617) 
/gb=NM_014300 /gi=7657608 . 
/ug=Hs.9534/len=1105 ' 


NM_014300 


Hs.9534 


NP^055115 


6387 


0.031002 


epithelial protein lost in neoplasm beta 
(EPLIN), mRNA/cds=(102,2381) 
/gb=NM_016357 /gi=7705372 
/ug=Hs.10706/len=3655 


NM_016357 


Hs.10706 


NP_057441 


6419 


0.016031 


RNA helicase family (RNAH),. mRNA 
/cds=(39,6647) /gb=NM_006828 
/gi=24307916 /ug^Hs.48295 /len=7315 


NM_006828 


Hs.48295 


NP_006819 


6422 


0.012669 


soc-2 suppressor of clear (C. elegans) 
(SH0C2), mRNA /cds=(278,2026) 
/gb=NM_007373 /gi=6677944 
/iig=Hs.104315 /len=3872 


NM_007373 


Hs.104315 


NP^031399 


6466 


0.034378 


ralA binding proteiri 1 (RALBPl), mRNA 
/cds=(78,2045) /gb=NM_006788 
/gi=21361362 /ug=Hs.75447 /len=4230 


NM^006788 


Hs.75447 


NP_006779 
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6468 


0.034378 


reverse traniscriptase related protein 


1207289A 




1207289A ■ 


6471 


0.042048 


hydrpxysteroid (11-beta) 
dehydrogenase 1 (HSD11B1), mR.NA 
/cds=(95,973) /gb=NM^005525 
/gi=5031764 /ug=Hs.275215 /Ien=l375 


NM_005525 


Hs.275215 


NP_00'5516 


6477 


0.012669 


NIMA (never in mitosis gene a)-related 
kinase 7, DKFZp586G2222 (from clone 
DKFZp586G2222) (AL0801 11.1) 


AL080111 


Hs.24119 


NP_598001 


6498 


0.006784 


keratinocyte, normal 


U33270 






6608 


0.027906 


mitpgen-activated protein kinase 14 
(IVIAPK14), transcript variant 2, mRNA 
/cds=(363,1445) /gb=NM_139012 
/gi=2098651 1 /ug=Hs.791 07 /len=3757 


NM_^i39di2 : 


Hs.79107' 


NP_620583 


6609 


0.038054 


fibroblast growth factor 2 (basic) 
(FGF2), mRNA/cds-(302,934) 
/gb=NM_002006 /gi=1545189f 
/ug=Hs.284244 /len=6802 


NM_002006 


Hs,284244 


NP_0P1997 


6610 


0.027906 


Similar to RiKEN cDNA 3830613022 
gene, clonejMAGE:5551209; mRNA, 
partial cds /cds=(282,4079) 
/gb=BC035645 /gi=23272851 : 
/uq=Hs.356876 /len=4079 


BC035645 


Hs:356876 




6640 


0.034378 


c6.1A(C6.lA), mRNA/cds=(3,953) 
/gb^NM_024332 /gi-13236582 
/ug=Hs.301927/len=2846 


NM_024332 


Hs.301927 


NP_077308 


6714 


0.025072 


chromosonie 20 open reading frame 43 
(C20orf43), mRNA /cds=(71, 991) 
/gb=NM_016407 /gi=7705482 
/ug=Hs.182281 /|en=1639 


NM_016407 


Hs. 182281 


NP_057491 


6715 


0.038054 


KIAA0076 gene product (KIAA0076), 
mRNA /cds=(87,51 83) /gb-NM_014780 
/gi=7661893 /ug-Hs.51039 /le.n=52^3 


NM_014780 


Hs.51039 


NP_055595 


6718 


0022485 


nucleoporin 210 (NUP210), mRNA 
/cds=(84,5747) /gb?=NM_02492,3 
/gi=27477133 /ug=Hs.270404 /ien=7191 


NM_024923 


Hs.270404 


NP_079199 


6722 


0.022485 


syndecan 1 (SDC1), mRNA 
/cds=(253, 1 1 85) /gb=NM_002997 
/gi=21 359855 /ug=Hs.82109/len=2484 


NM_002997 


Hs.82i09 


NP_^00298& 


6836 


0.025072 


UI-E-DW1-ahd-d-13-0-Ul.s1 UI-E-DWI 
cDNA clone UI-E-DW1-ahd-d-13-0-UI 
3', mRNA sequence /clone=UI-E-DW1- 
ahd-cl-13-0-Ul7clone_end=3' . 
/gb=BU737702 /gi=23673914 
/ug=Hs.405983/len=1215 


BU737702 


Hs.405983 
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6847 


0.031002 


tropomodulin 3 (ubiquitous) (Ti\/I0D3), 
mRNA /cds=(66,1 124) /gb=NI\/l_Q14547 
/gi=7657H8 ./ug=Hs;228267len=207 


NM_0i4547 . 


Hs.22826 


NP_055362 


6853 


0.042048 


DKI=Zp434K098 (from clone 
DKFZp434K098); partial cds ■ 


AL133112 




NP_653172 


6898 


0.038054 


plexin B2 (PLXMB2), mRNA 
/cds=(26,1438) /gb=NM_012401 
/gi=20270189 /ug=Hs.39897len=2175 


NM_012401 


Hs:3989 


NP_036533 


6908 


0.00772 


thymus expressed gene 3-lilce 
(lyiGCI 5476), mRNA /cds=(441 ,1655) 
/gb=NM_145056 /gi=2 1450823 
/ug=Hs.134185/len=2544 , 


NM_^145056 


Hs.134185 


NP_659493 


6942 


0.020126 


eukaryotic translation elongation factor 
1 alpha 1 (EEF1A1), mRNA 
/cds=(63,1451)/gb=NM_00l402 
/gi=25453469 /ug=Hs.4221 18 /len=1837 


NM_001402 . 


Hs.422118 


NP_001393 


7003 


0,004545 


histocompatibility (minor) 13 (HM1 3), 
mRNA /cds=(86,1219) /gb-NM_030789 
/gi=23308606 /ug=Hs. 386538 /len= 1 584 


NM^03p789: 


Hs:386538 


NP_848697 


7041 


0.012669 


oxysterol binding prpteih-like 1A 
(0SBPL1 A), transcript variant 
OSBPL1B, mRNA /cds=(1 75,3027) 
/gb=NM 080597 /gi=1 971 8740 • . 
/ug=Hs.252716/len=4165 


NM_080597 ' 


Hs.252716 


NP_579802 


7048 


0.038054 


twisted gastrulation 1 (Drosophila) 
(TWSG1), mRNA /cds=(1 06,777) 
/gb=NM_020648 /gi=21314788 
/ug=Hs.247302 /len=3693 


NM_020648 


Hs.247302 


NP_065699 


7064 


0.020126 


mitochondrial ribosomal protein L18 

(MRPL18), nuclear gene encoding . . 
mitochondrial protein, mRNA 
/cds=(1 23,665) /gb=N!VI_014161 
/gi=21 265079 /ug=Hs.23038 /len=989 


NM_014161 


Hs.23038 


NP_054880 


7092 


. 0.00772 


chromosome condensation 1 (CHC1), 
mRNA /cds=(287, 1552) 
/gb=NM_001269 /gi=20149512 
/ug=Hs.84746 /len=2559 


NM_001269 


Hs.84746 


NP_001260 


7103 


0.042048 


sialidase 1 (lysosorTial sialidase) 
(NEUI), mRNA/cds=(130,1377) 
/gb=NM_000434 /gi=4557790 
/ug=Hs, 1 1 872 iyien= 1894 


NM_000434 


Hs.1 18721 


NP^000425 


7112 


0.027906 


ubiquitination factor E4A (IJFD2 yeast) 
(UBE4A), mRNA /cds=(73,3294) 
/gb=NM_004788 /gl=4759287 
/ug-Hs.75275 /len=6060 


NM_004788 


Hs.75275 


NP_004779 
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7127 


0.011228 


actin^related protein 10 (S. cerevisiae) 
(ACTR10). mRNA/Gds=(81,1334) 
/gb=NM_0t8477 /gi=8923711 
/ug=Hs.274369/len=1621 


Ni\/l_018477 


Hs,274369 


NP_060947 


7143 


0.04638 


berizodiazapihe receptor (peripheral) 
(BZRP). nuclear gene encoding 
mitochondrial protein, transcript variant 
PBR, mRNA /cds=(88,597) 
/gb=NIVI_000714 /gi=21536444 
/ug=Hs.202 /len=848 . 


NM_O0O714 


Hs.202 


NP_009295 


7147 


0038054 

- 


UI-i-BBI p-al<l'h-05-0-Ul.is1 " 
NCI_CGAP_Pi6 cDNA clone UI-1-BB1p- 
akl-h-05-O-UI 3', mRNA sequehce 
/cione-UI-1-BB1p-akl-h-05-0-UI 

/c|one_end=3'7gb=BQ022477. 

/gi=1 9757756 /ug=Hs.424771 /len=^.1598 


BQd22477 


Hs.424771 




7203 


0 031002 


KIAA1036 protein {KIAA1 036), mRNA 
/eds?={386,1483) /gb=NM_014909 
/gi=7662453 /ug=Hs.155182 /len=5481 


NM_014909 


Hs. 1551 82 


NP_055724 


7204 


0.031002 


chrornosome 20 open reading frame 98 
(C20orf98), mRNA /cds=(1 34.748) 
/gb=NM_P24958 /gi=1 3376446 
/ug=Hs.286128 /len=2042 : 


Ni\4_024958 


Hs.286128 


NP_079234 


7205 


0.042048 


ribosomal protein S20 (RPS20), mRNA 
/cds=(1 28,487) /gb=NM_0bl 023 
/gi=14591915 /ug=Hs.8102 /len=539 


NM^001d23 


Hs.8102 


NP_0p10l4 


7250 


0.038054 


tiemoglobin, gamma G (HBG2), mRNA 
/cds=(54,497) /gb=NM_000184 
/gi=28302132/ug=Hs.386655/len=583 


NM_0q0184 


Hs.386655 


NP_P00175 


7292 


0.025072 


synaptic n uclei expressed gene 1 
(SYNE-1 ), transcript variant beta, 
mRNA /cdS=(121. 10086) 
/gb=NM_015293 /gi=19526752. 
/uq=Hs.192102 /len=10742 


NM_015293 


Hs. 1921 02 


NP^598411 


7322 


0.038054 


BM-017 (=ALEX3) 


AF208859 




NP 808817 


7349 


0.027906 


dermatopontin (PPJ), mRNA 
/cds=(7,612) /gb=NM_001i937 
/gi=4755134 /ug=Hs.80552 /len=717 


NM_001937 


Hs.80552 


NP_001928 


7355 


0.038054 


hypothetical protein {DKFZp761P2124 
clone DKFZp761P2124) 


AL1 37441 




NP_q57107 


7361 


0.031002 


SWI/SNF related, matrix associated, 
actin dependent regulator of chromatin, 
subfamily a, member 4 (SMARCA4), 
mRNA /cds=(277.5220) 
/gb-NiVI_003072 /gi=21Q71055 
/ug=Hs.78202/len=5681 


NM_G03072 


Hs.78202 


NP^003063 
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7366 


0.027906 


meningioma expressed antigen 5 
(hyaluronidase) (MGEA5), mRNA 

/cds=(396,3146) /g.b=NM_012215 
/gi=1 1 024697 /ug=Hs.5734 /len=5147 


NM_012215 


Hs.5734 


NP_036347 


7382 


0.04638 


cortactin binding protein 2 (C0RTBP2), 
mRNA /cds=(93,5084) /gb=NIVI_033427 
/gi= 16975496 /ug=Hs.293539 /len;=5975 


NM_033427 


Hs.293539 


NP_219499 


7383 


0.042048 


mannose receptor, C type 1 (MRC1), 
mRNA /cds=(1 04.4474) 
/gb=NIVi_002438 /gi=4505244 

/ug=Hs.75182/len=5185 


NM_002438 


Hs.75182 


NP_092429 


7398 


0.034378 


laminin, alpha 2 (merosin, congenital 
muscular dystrophy) (LAMA2), mRNA 
/Gds=(50,9382) /gb=NM_000426 
/gi=4557708 /ug=Hs.75279 /len^9534 


NM_000426 


Hs.75279 


NP_000417 


7415 


0.04638 


hypothetical protein FU1 261 9 

(FLJ12619), mRNA /cds=(539,1228) 
/gb=NM_030939 /gi=21 359961 
/ug=Hs.7779 /len=2444 


NM_030939 


Hs.7779 


NP_1 12201 


7427 


O.034378 


tropomyosin 3 {TPM3), mRNA 
/cds=(52,798) /gb=NM_1 53649 
/gi=241 19202 /ug=Hs.85844 /len=2089 


NM J 53649 


Hs.85844 


NP^705935 


7455 


0.04638 


1-acylglycerol-3-phosphate 0- 
acyltransferase 2 (lysophosphatidic acid 
acyltransferase, beta) (AGPAT2), 
mRNA /cds=(67,903) /gb=NM_006412 
/gi=6041664 /ug=Hs.2D91 19 /len=1522 


NM_006412 


Hs.209119 


NP_006403 


7459 


0.020126 


proteasome (prosome, maeropain) 26S 
subunit. non-ATPase, 13 (PSMD13), 
mRNA /cds=(70.1200) /gb=NM_0p281 7 
/gi=4506222 /ug=Hs.279554 /len=1584 


NM_002817 


Hs.279554 


NP_787128 


7461 


0.020126 


dipeptidase 1 (renal) (DPEP1), mRNA 
/cds=(296,1531) /gb=NM_004413 
/gi=4758189/ug=Hs.109 /len=1738 


NM^0044.13 


Hs.109 


NPJ044P4 


7466 


0.OO772 


ret finger protein (RFP), transcript 
variant alpha, mRNA /cds=(359,1900) 
/gb=NM_006510 /gi=17105396 
/ug=Hs. 1 42653 /Ien=2984 


NM_006510 


Hs.142653 


NP_1 12212 


7495. 


0.034378 


CASP8 and FADD-like apoptosis 
regulator (CFLAR), mRNA 
/cds={482,1924) /gb:;=NIVI_003879 
/gi=21361768 /ug=Hs.195175 /len=2243 


NM_p03879 


Hs.195175 


NP_003870 
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7514 


0.04638 


cDNA FLJ35055 fis, clone 
OCBBF2018563. /gb=AK092374 
/gi=21 750952 /ug-Hs,349303 /len=381 7 


AK092374 


Hs,349303 




7517 


0.OO772 


deoxyguanosine kinase (DGUOK), 
transcript variant 1 , nuclear gene 
encoding mitochondrial protein. mRNA 
/cds=(86.919) /gb=;NM_08O916 
/g(=18426966 /ug=Hs.43281 1 /len=1 144 


NM_080916 


Hs.432811 


NP_550440 


7522 


0.016031 


TH1-liRe (Drosophila) (TH1L), hlRNA 

/cds=(8,1429) /gb=NM_016397 
/gi=7705462 /ug=Hs.5i84 /len=2130 


NMjd 16397 . 


Hs.5184 


NP^057481 


7532 


0.04638 


a disintegrin and metalloprpteinase 
domain 33 (ADAM33),. transcript variant 
1, mRNA/cds=(88.2529). 
/gb=NM_025220 /gi^24041037 

/ug=Hs.173716/len=3594 


NM_025220 


Hs.173716 


NP_694882 


7544 


0.039654 


oxysterol binding protein-like 10 
(OSBPL10), mRNA /cds=(382,2676) 
/gb=NM_017784/gi=231 11057 
/ug=Hs.321622/len=3938 


NM_^017784 


Hs.321622 


NP_^060254 


7549 


0.00772 


cDNA: FLJ21 552 fis; clone COL06322. 
/gb=AK025205 /gi=1 0437670 
/ug=Hs.6634 /len=;2045 


AKP25205 


Hs.6634 




7550 


0.00772 


hypotheticar protein FLJ20343 . 
(FLJ20343), mRNA/cds=(19,1524) 
/gb=NM_017775 /gi=22547158 
/uq=Hs.252692 /len=2784 


NM_017775 


Hs.252692 


NP_060245 


7551 


0.O25O72 


hypothetical protein FLJ11021 similar to 
splicing factor, arginine/serine-rich 4 
{FLJ11021), mRNA /cds=(767, 1375) 
/gb=NM_0230i2 /gi=20127619 
/ug=Hs.81648/len=1878 


NM_023012 


Hs.81648 


NP_075388 


7552 


0.006784 


interferon, alpha-inducible protein (clorie 
IFI-15K) (G1P2), mRNA /cds=(76,573) 
/gb^NM_00510r /gi=?4826773 
/uq=Hs.432233 /len=634 


NM_005101 


Hs.432233 


NP_005092 


7574 


0.023403 


ubiquitin-conjugating enzyme E2N 
(UBC13 yeast) (UBE2N), mRNA 
/cds=(64,522) /gb=NM_003348 
/gi=4507792 /u.q=Hs. 75355 /Ien=l203 


NM_003348 


Hs.75355 


NP^003339 


7613 


0.034378 


thymosin, beta 4, X chromosome 
(TMSB4X), mRNA /cds=(78,212) 
/gb=NM_021 109 /gi=1 1056060- 
/ug=Hs.75968 /ien=556 


NM^021109 


Hs.75968 


NP_066932 
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7620 


0.027906 


UI-H-EjO-ayf-a-03-0-Ul.s1 ". • 
NC!_CGAP_EIO cDNA clone uj-H.EIO- 
ayf-a-pa-O-Ul 3', mF?NA sequence ' . 
/clone=UI-H-EI0-ayf-a-03-d-UI 
/clone_end=3' /gb=CA447644 
/gi=2481.2p64 /ug=Hs.440691. /Ien=770 


CA447644 


Hs.440691 




7628 


0.014265 


FLJ 10287 fis, clone HEMBB1001387 


AK001149 




NP_061956 


7631 


0.031002 


mRNA for KIAA0794 protein, partial cds. 
/cds=(1,1473) /gb=AB018337 
/gi=3882308 /ug=Hs.127?87 /leh=4656 


AB018337 


Hs: 127287 




7649 


0.031002 


cDNA FLJ20709 fis, clone KAIA1 124, 
highly similar to 086324 mRNA for CMP 

N-acetylneuraminic acid. /gb=AK000716 
/gi==7020978 /ug=Hs.24697 /len=3488 


AK000716 - 


Hs.24697 




7664 


0.04638 


hypothetical protein DkFZp761Jt39 " 
(DKFZp761J139), mRNA 
/cds=(3155,3970) /gb=NM_032280 
/gi-1 41 50026/ug^Hs. 15536 /|en=4635 


NM_032280 


Hs.155?6 


NP_1 '15656 


7667 


0.031002 


CDNA FLJ31 147 fis, clone 
IMR322001438. /gb=AK055709 
/gi=1 6550504 /ug=Hs.6670 /len=1747 


AK055709 


Hs.6670. 




7694 


0034378 


cDNA FLJ25013 fis, done CBL0i365. 
/gb=AK057742 /gi= 16553667 
/ug=Hs.380091 /len=2200 


AK057742 


Hs.380091 




7696 


0034378 


glycine receptor, beta (GLRB), mRNA 
/cds=(142,1635) /gb=NM_000824 
/gi=24431 943 /ug=Hs.32973 /len=2649 


NM_O00824 


Hs.32973 


NP_000815 


7700 


0.00772 


mRNA; cDNA DKFZp564B222 (from 
Clone DKFZp564B222) /gb=AL049974 : 
/gi=4884224 /ug=Hs. 100261 /len=2315 


AL049974 


Hs. 100261 




7704 


0.005949 


solute carrier family 35 (CMP-sialic acid 
transporter), member 1 (SLC35A1), 
mRNA /cds=(28,1041) /gb=NM_006416 
/gi=20149579 /ug=H?.82921 /len=1883 


NM_006416 


Hs.82921 


NP_006407 

V 


7715 


0.027906 


yw32d06.s1 Morton Fetal Cochlea 
cDNA clone IMAGE:253931 3", mRNA 
sequence /clone=IMAGE:253931 
/clone_end=3" /gb=N22084 /gi=1128218 
/ug=Hs.4405347len=230 


N22084 


Hs.440534 
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7719 


0.038054 

. ^ • •' - • - 


endothelial differentiatipn, 
lysophpsphatidic acid Grprotein-coupled 
receptor, 2 (EDG2), transcript variant 2, 
mRNA/cds=(394,1488) 
/gb=NM_0571 59 /gi=1 6950637 
/ug=Hs.75794 /len=2732 


NM_057159 

..." 


Hs.75794 


NP_476500 


7732 


0.014265 


hypothetical protein FLJ20265 " 
(FLJ20265), mRNA/cds=(40,1854) , 
/gb-NM_017733 /gi=8923239 
/ug=Hs.7099 /len=2039 


NM_0i7733 


Hs.7099 


NP_0602p3 


7739 


0.009931 


hypothetical protein MGG1 2458 
(MGC12458), mRNA /cds=(30,518) 
/gb=NM_032328/gi=14150107 
/ug=Hs.330664/len=1026 


NM_^032328 


Hs.330664 . 


NP_115704 


7740 


0.00344 


tripartite motif-containing 32 (TRIM32), 
mRNA /cds=(1 34,2095) 
/gb-NM_012210 /gi=15208649 

/ug=Hs.236218yien=3160 


NM_012210 


Hs.236218 


NP_036342 


7748 


0.03f002 


Hypothetical protein HSPC232, clone 
IMAGE:4893383, mRNA. partial cds 
/cds=UNKNOWN /gb=BG025306 
/gi=1 9263704 /ug=Hs.281428 /len=3392 


BC025306 . 


Hs.281428 


NP_^057672' 


7751 


0.012669 


Leishmanolysin-like {metallbpeptidase 
M8 family), cDNA 

/clone=CS0DF004YF03 /gb=;AL565471 
/gi=12916880 /ug=Hs.90363 /len=1028 


AL565471 


Hs.;90363 


NP_1490i8 


7755 


0.005206 

/ 


ciatenin (cadherin-associated protein), 
alpha-like 1 (CTNNAL1), mRNA 
/cds=(44,2248) /gb=NM_003798 
/gi=4503128 /ug=Hs.58488 /len=2446 


NM_0d3798 


Hs. 58488 


NP_003789 


7758 


0.020126 

• J 


mRNA for KlAA0527 protein, partial cds. 
/cds=(1 ,2308) /gb=AB01 1099 
/gi=3Q43577 /ug=Hs. 196647 /len=5005 


ABG11099 


Hs. 196647 




7774 


0.008765 


leucine-rich repeat-containing 5 
(LRRC5). mRNA /cds={91 7.2965) 
/gb=NM_018103 /gi=2443198d 
/ug=Hs.44672 /len=3338 


NM_018103 


Hs.44672 


NP_060573 


7775 


0.031002 


fibronectin gene ED-A region 


X07718 






7791 


0.01798 


brain cell membrane protein 1 (BCMP1), 
mRNA /cds=(1 0,555) /gb=NM_031442 
/gi=13899272 /ug=Hs,8769 /len=3803 


NM_p31442 


Hs.8769 


NPJ 13630 


7803 


0.011228 


EST(yi82d03.s1 Scares placenta 
Nb2HP clone IMAGE: 145733 3' 
gb:D00762 PROTEASOME 
COMPONENT C8) 


R77952 
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7826 


0.022485 


yh68a05.s1 Scares placenta Nb2HP 
cDNA clone IMAGE:134864 3', mRNA 
sequence /clone=IMAGE:134864 
/clone_end=3' /gb=R32301 /gi=788144 
/ug=Hs.386871 /len=246 


R32301 


Hs.386871 




7828 


O.025072 


BX101939 Scares infant brain 1 NIB 
cDNA clone IMAGp998ei1163, mRNA 
sequence 

/clone=ll\/IAGp998C1 1 163_;JMAGE;36 
364 /gb=BX101939 /gi=27831516 
/ug=Hs.269499 /len=493 


BX101939 , 


Hs.269499 




7840 


0.025072 


UI-H-EI1-azh-n-13-0-Ul.s1 
NCI_CGAP_EI1 cDNA clone 
IMAGE:5848908 3', mRNA sequence 
/clone=IMAGE:5848908/dGne_encl=3' 
/gb=BQ005547 /gi=19730447 
/ug=Hs.445146 /len=994 


BQ005547 


Hs.445146 




7855 


0 022485 


EST(tz31e10.x1 NCI_CGAP_Ut2 cDNA 
clonelMAGE:2290218 3') 


AI63P897 




NP^008993 


7865 


0.00344 


hypothetical protein (done ZC48G09)^ 


AF086209 




NP 056347 


7888 


0.034378 


cDNA FLJ311 07 fis, clone 
IMR3220001 52. /gb=AK055669 ' 
/gi=16550452 /ug-Hs.405954 /len=2250 


AK055669 


Hs.405954 




7896 


0.042048 


zh21a11.s1 

Scares pineal_glanci_N3HPG cDNA. 
clone IMAGE:412700 3', niRNA 
sequence /clone=IMAGE:41 2700 . 
/elone_encl=3' /gb=AA722220 ' ^ 

/gi=2739927 /ug=Hs.290553 /len=342 


AA722220 


Hs.290553 




7899 


0.004545 


UI-ErDWO-agk-i-OI-O-Ul.i-1 UItE-DWO 
cDNA clone UI-ETDW0-agk-i-01^-UI 5', 
mRNA sequence /clone=UI-E-DWOragk- 
1-01 -0-UI7clone_end=5' /gb=BM696546 
/gi=19009804 /ug=Hs.356149 /len=1200 


BM696546 


Hs.356149 




7900 


0.034378 


EST{hi90a11.x1 
Soares_NFL_T_GBC_S1 clone 
iMAGE:2979548 3') 


AW665382 






7908 


0.04638 


EST EST43399 Fetal brain 1 cDNA 3' 
end 


AA338448 




NP_1 12577 


7912 


0.031002 


EST zx48b06.r1 Scares Jestis_NHT 
cDNA clone IMAGE:795443 5' similar to 
contains Alu repetitive element;contains 
element MER13 repetitive element ; 


AA454038 




NP_060395 


7928 


0.005206 


hypothetical protein HSPG1 95 
(HSPC195), mRNA/cds=(293,889) 
/gb=NM_016463 /gi=20070365 
/ug-Hs.356509/len=1108 


NM_016463 


Hs.356509 
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7950 


0.04638 


cDNA sequence FLJ1 3553 fis, done 
PLACE1 007454 


AK023615 




NP_0d6818 


7958 


0.022485 


enhancer of rudimentary (Drosophila) 
(ERH), mRNA /Gds=(72,386) ^ 
/gb=NM_004450 /gi?=475i3301 
/ug=Hs.433413/len=815 


NM^004450 


Hs.433413 


NP_004441 


7980 


0.034378 


splicing factor, arginine/serine-rich 1 2 
(SFRS12), mRNA/cds=(342,1868) 
/gb=NM_1 39168 /gi=21 040254 
/ug=Hs.381165/len=3811 


NM_139168 


Hs.381165 


NP_631907 


7'98i 


0.046375 


mRNA for KIAA1691 protein, partial cds. 
/cds=(78,1 754) /gb=AB05 1478 
/gi=20521967 /ug=Hs.94761 /len=4816 


Afi051478 


Hs.94761 " 




7995 


O;O42048 


lysophospholipase II (LYPLA2), mRNA 
/cds=(122;817) /gb==NM_007260 
/gi=20302149 /ug=Hs.283655 /len=1648 


NM,idd7260 ' 


Hs.283655 


NP^009191 


8004 


0.038054 


tppoisomerase (DMA) 1 (TOPI), mRNA 
/cds=(247,2544) /gb5=NM_003286 
/gi=19913404 /ug=Hs.317 /len=3734 . 


NM^003286 


Hs.317 


NP_p03277 


8019 


0.038054 


CGMO protein (CGI-40), mRNA ' 
/Gds=5(84,2621) /gb=NM_015996 

/gi=7705756 /ug=Hs.33724 /len=3146 


NIVI_015996 


Hs.33724 


NP_057080 


8044 


0.042048 


chromosome 14 open reading frame 10 
(C14qrf10), mRNA /cds=(277, 1638) 
/gb=NM_017917 /gi=8923599 
/ug=Hs.49376 /leri=1781 


NM_017917 


Hs.49376 


NP_060387 


8050 


0.031002 


hypothetical protein FLJ22557 
(FLJ22557), mRNA /cds=(87, 1001) 
/gb=NM_024713 /gi=1 3376012 
/ug=Hs.lb6101 /len=2676 


NM_,024713 


Hs.106101 


NP^078989 


8086 


0.038054 


transmembrane, prostate androgen 
induced RNA (TMEPAI), mRNA 
/cds=(321 ,1 184) /gb=NM_020182 
/gi=21361840 /ug-Hs.83883 /len=4839 


NM_020182 


Hs.83883 


NP_064567 


8112 


0.034378 


ankylosis, progressive (mouse) (ANKH), 
transcript variant 2, mRNA 
/cds=(265,1743) /gb=NM_054027 
/gi=21536394 /ug=Hs.168640 /len=4031 


NM_054027 


Hs.168640 


NP_473368 


8176 


0.020126 


Similar to serine threonine protein 
kinase, clone iyiGC:20014 
IMAGE:4554884, mRNA, complete cds 
{BC012085.1) 


BC012085 


Hs.8724 


NP_009202 
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8199 


0.04638 


hypothetical protein MGC18216 ' 
(MGC18216). mRNA /ccls=(2207,2374) 
/gb=NM_1 5245^ /gi=22748948 
/ug=Hs. 104679 /len=3270 


NM_1 52452 " 


Hs. 104679 


NP_689665 


8212 


0.00772 


mRNA; cDNA DKFZp434D193 (from 
clone DKFZp434D1 93); partial cds 
/cds=(1 ,2240)./gb=AL080129 
/gi=5262567 /ug=Hs.225841 /leh=3605 


AL080129 


Hs,225841 




8222 


0.022485 


priefoldln 5 (PFDN5), transcript variant 
1, mRNA /cds=(36,500) ^ . 
/gb=Niyi_002624 /gi=22202632 
/ug=Hs.288856 /leni^eei 


NM_002624 


Hs.288856 


NP^665904 


8224 


0.022485 


hypothetical protein, MGC:71 99 
(LOC1 16150), mRNA /cds=(174,1055) 
/gb=NM_1 38459 /gi-2p270242 
/ug=Hs.289008 /len=2645 


NMJ38459' ' 


Hs.289008 


NP^6i2468 


8243 


0.038054 


T-cell lymphoma invasion and 
metastasis 2 (TIAM2), mRNA 
/cds=(51, 3284) /gb=NM_01 2454 
/gi=6912703 /ug=Hs, 12598 /len=4586 


NM^012454 . 


Hs. 12598 


NP_036586 

• 


8316 


0.038054 


clone IMA6E:4794726, mRNA ' 
/gb=BC042028 /gi=27469506 
/ug=Hs.367688 /len=1479 


60042028 


Hs.367688 




8324 


0.016031 


hypothetical protein (FLJ10562 fis, clone 
NT2RP2002701) 


AK001424 




NP_057116 


8338 


0.031002 


CDNAFLJ14181 fis, clone 

NT2RP2004300. /gb=AK024243 

/gi=1 0436570 /ug=Hs. 1 30874 /|en=?4411 


AK024243 


Hs. 130874 




8358 


0.027906 


EST frprn cd34 stem cells Human 
sapiens cDNA clone CBCALE06 


AF150123 






8363 


0.031002 


hypothetical protein FLJ 14753 
(FLJ14753), mRNA /cds=(247, 1095) 
/gb=NM_032558 /gi=1421 1858 
/ug=Hs.13453/len=2593 


Niyi_032558 


Hs. 13453 


NP_1 15947 


8366 


0.04638 


Ob70e10.s1 NCI_CGAP_GCB1 cDNA 
clone IMAGE:1 336746 3', mRNA 
sequence /clone=IMAGE: 1336746 
/clone_end=3' /gb=AA809350 
/gi=2878756 /ug=Hs.246180 /len=454 


AA80i9350 


Hs.246180 




8402 


0.04638 


EST (wh75b01 .x1 NCI_CGAP_CLL1 
cDNA done IMAGE:2386537 3' similar 
to gb:X69392 60S RIBOSOMAL 
PROTEIN L26 (HUMAN);contains L1.b3 
LI repetitive element ; 


AI809166 






8438 


0.022485 


mRNA sequence /gb=L26969 
/gi=16905391 /ug=;Hs.362852 /len=1738 


L26969 


Hs. 362852 ' 





2890 



Spot 


p^vaiue 


Description ^ 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein' 

Accession 

No. 


8442 


0.042048 


UI-H-FLl-bgw-f-18-0-Ui;s1 ' 
NCLCGAP_FL1 cDNA clone UI-H-FLI- 
bgw-f-18-O-UI 3', mRNA sequence 
/clone=U!-H-FL1 -bgw-f-1 8rO-UI 
/cl6ne_end=3' /gb=BU634141 
/gi=2330l396 /ug=Hs.32163 /len=1068 


BU634141 


Hs.32163 




8443 


0.031002 


UI-H-EU1-bag-b-11.0-Ul.s1 
NCI_CGAP_Ct1 cDNA clone UI^H-EUI- 
bagTb-11r0-UI 3", mRNA sequence . 
/clone-yi-H-EU1-bag-b-11-0-UI . 
/clone_end=3' /gb=BQ448425 
/gi=21251537 /ug=Hs.438826 /len=1023 


BQ448425 


Hs.438826 




8447 


0.01798 


cDNA FLJ32621 fis, clone 

STOMA2000395. /gb=AK057183 

/gi=1 6552779 /ug=Hs.425445 /len=2648 


AK057183 


Hs.425445 




8462 


0,044138 


reverse transcriptase (non-exact) 


AAB02291 






8473 


0.022485 


EST(xe97d09.x1 NCI_CGAP_Brn35 
cDNA clone IMAGE:2616497 3') 


AW129107 






8486 


0.023403 


cDNA, 3' end /clone-fMAGE: 1935382 
/Glone_end=3' /gb=AI340092 
/gi=4077019 /ug=Hs.327321 /len=361 


AI340092 


Hs.327321 


NP^002370 


8494 


0.020126 


UI-H-DHO-aul-j-lO-0-Ul.s1 
NGI_CGAP_DHO cDNA clone 
IMAGE:5871081 3', mRNA sequence 
/clone=IMAGE:5871081/clone_end=3' 
/gb=BM994461 /gi=1 9719362 
/ug=Hs.434057 /len=2059 


BM994461 


Hs.434057 

• 




: 8511 


0.01798 


EST(yx64g06.r1 done 266554 5') ' 


N31192 






8523 


0.01798 


EST (ox48a03.xi 

SoaresJotal_fetus_Nb2HF8_9wlMAGE 
: 1659532 3') 


AI038291 




NP^6122p6 


8528 


0.009931 


EST (6021 52342F1 NtH_MGC_81 
cDNA clone IMAGE:4293442 5'1 


BF671599 






8531 


0.042048 


cDNA FU40915fis, clone 
UTERU2005450. /gb=AK098234 
/gi-21 758205 /ug=Hs.207O79 /len-2739 


AK098234 


Hs.207079 




8532 


0.00789 


sin3-ass6ciated polypeptide, 18kDa 
(SAP18), mRNA/cds=(65,526) 
/gb=NM_005870 /gi=23510407 
/ug=Hs.23964 /len=2035 


NM_005870 


Hs.23964 


NP^005861 


8545 


0.038054 


as32a11.x1 Barstead aorta HPLRB6 
cDNAclone IMAGE.2318876 3", mRNA 
sequence /clone=IMAGE:231 8876 
/cione_end=3' /gb=AI707688 
/gi=4997464 /ug=Hs.369595 /len=518 


AI707688 


Hs.369595 





2891 



Spot 


p-vaiu 


Description ~ ' 


Gene 
Acc ssion 
No. 


Unig ne 

Accession 

No. 


Protein 

Accession 

No. 


8560 


0.G4638 


ribosomal protein L28 (RPL28), mRNA 
/cds=(43,456) /gb==NM 000991 
/gi=139b48g5yug5.Hs,3563?1,/!en=50p 


NM^000991 


Hs.356371 


NP_000982 


8561 


0:004545 


UUH-BI2-agy-^f-l2-0-Ul.s1 ; 
NCI_eGAP_Sub4 cDNA clone 
IMAGE;2726158 3", mRNA sequence 
/clone=lMAGE:27261 58 /cl0ne^end=3' 
/gb=AW2923r5 /gi=6698951 
/ug=Hs.435074/len=1117 . 


AW292315 ; 


Hs.435074 




'8567 


0.008979 


UU&CLl-afg-f-i6-0-Ul.r1 Ul-E-CLI 
cDNA clone Ul-E-CLI -afg-fil6-0-UI 5', 
mRNA sequence /clone=yUE-CL1-afg-f- 
16^d-UI /clorie.end-S' /gb=BM702572 
/gi=1901 5830 /ug=Hs.446404 /ien^l 067 


BM702572 


Hs.446404 


- 


8568 


0.012669 


EST(clone IMAGE:4733034 5' ) 


BG6 19661 






8572 


0.038054 


UI-H-EUO-azo-d-01 -0-Ul.s1r 

NCr CGAP_Car1 cDNA clone IMAQE: 

5851344 3', mRNA sequence 

/clone=lMAGE:_5851344/clone_end=3' 

/gb=BQ18085i /gi=20356343 

/ug=Hs.436432/len=1067 : ' 


BQ180851 


Hs.436432 




8580 


0.032415 


BX0961 73 Soares_testis_NHT cDNA 
clone 1MAGp998Fi517'93, mRNA 
sequence 

/clone=IMA(3p998F151793jJMAGE:7 
30766 7gb=BX096173/gi=27842669 
/ug=Hs. 1 88780 /len=556 


BX096173 


Ms. 188780 




8595 


0.027906 


ribosomal protein L3 (RPL3), mRNA 
/cds=(27,1238) /gb=NM_000967 
/gi=16507968 /ug=Hs.119598 /len=131.1 


NM_00p967 


Hs. 11 9598 


NP_O0O958 


8596 


0.008765 


Ui-E-CQ1-acq-f-05-0-Ui.r1 UI-E-CQ1 
cDNA clone UI-E-CQ1-acq-f-05-0-Ul 5', 
mRNA sequence /clone=U!-E-CQlTacq- 
f-05-O-UI /clone_end=5' /gb=BM688680 
/gi-19001938 /ug=Hs.40652O /len=934 


BM688680 


H^.40652a 




8597 


0.022485 


hypothetical protein M(3C2391 8 
(MGC23918), mRNA /cds=?(17,517) 
/gb=NM_144716 /gi=21389496 
/ug-Hs.43773 /len=874 


NMJ44716 


Hs.43773 


NP_653317 


8613 


0.006784 


ESts, cDNA, 3" end 
/cione=IMAGE. 1658128 /cjone_end=3' 
/gb=AI039268 /gi=3278462 
/ug=Hs. 131973 /ien-437 


AI039268 


Hs.131973 




8618 


0.031002 


EST(HOA (Human Osteoarthritic 
Cartilage) Homo sapiens cDNA ) 


BG896206 







2892 



Spot 


p-valu 


Pescfiption 


Gene 

MCC SSIOIl 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


8669 


0.04638 


cDNA,FLJ10190 fis, clone 
HEMBA1 004753. /gb=AK001 052 
/gi=7022081 /ug-Hs.274546 /len=1318 


AK001052 


Hs.274546 




8670 


0,006049 


mRNA; cDNA PKFZp434A1 28 (from 
clone DKFZp434A128); partial cds 
/cds=(621,2888) /gb=ALl22120 
/gi=61 02946 /ug=Hs.313948 /len=4493 


AL122120' 


Hs,313948 




o p ' ^5 


U.UffQOO 


1 II W Fin aun a Qfl h-l II c1 " 

NCI_CGAP_EIOcDNA Clone 
IMAGE:5841307 3', mRNA sequence 
/clone=IMAGE:5841 307 /clone^end=3' 

/nh-Rnnn4'?ft1 /ni=1Q79Q481 ' 

/ug=Hs.41 2459 /len=1 095 








8729 


0.020126 


cDNA FLJ301 35 fis, clone 
BRACE2000061. /gb=AK054697 
/gi=1 6549295 /ug=Hs.34906 /len-2024 


AKP54697 


Hs 34906: ■ 


NP_776170 


O / 


n h"i 199ft 


1 li.M FSTI auum.l-74 h-l II c1 

NCI_CGAP_DT1 cDNA cloiie 
IMAGE:5891495 3', mRNA sequence 
/clone=IMAGE;5891495/clone_end=3' 
/gb=BQ019127 /gi=197544g4 
/ug=Hs.434910/len=896 


Rnni 01 97 

pVj<u 1 y 1 z / 


He 4^40 in 
no.*to*Ty 1 u 






n (\AOC\AR 


P^T/aHiilt hrain jTlanir* rprin f*nKlA plnn«a 

LIO 1 ^dUUIL UlcllM L/aillU ICIIU WL/IN/A WrIUIIC 
HyOOOU 1 U ollilllai lU OV V . ixl-M 1 ^Orii vi\ 

P 18660 60S ACIDIC RIBOSOMAL 
PROTEIN P1. ;contains element 
MER22 repetitive element ; ) 








8782 


0.025072 


mitochondrion, complete genome 


NC 001807 






o/y 1 


U.U lOUo 1 


lyo 1 Dup.x 1 ooares__iNrL__ i _'JDo__o i 

rf^MA rinnca IMAf^F'911 997*^ T mRNIA 

sequence /d6ne=IMAGE:2112275 
/clone_end=3' /gb=AI419722 
/gi=4265653 /ug=Hs.161220 /len=484 


AM 10799 


He 1fi199n . 

no. IP IZZy 




8792 


0.038054 


EST(cDNA clone IMAGE;2092653 3' ) . 


AI381556 










to 1 s, cuiNA, 0 enu /cione— ui-t-tiju-aii- 
i~ ly-u-ui 7Cione_ena— o /gD-Divioo lou i 
/gi— loyyi ly/ /ug--ris.oopuzy /len— oy i 


DlViOO lOU 1 


rio.ooouzy 








prime ) 






MP 006612 

1^1 wWWw 1^ 


8836 


0.027906 


No significant match 


SEQ.ID.No.33 






8856 


0.01798 


control 








8874 


0,009931 


No significant match 
(ORF:+1:256'-491[237l) 


SEQ.ID.N0.26 







2893 



Spot 


p-value 


Description 


Gene 

Accession 

No. 


IJnigene 

Accession 

No. 


Protein 

Accession 

No. 


8889 


0.020912 


No significant match 
(ORF;+2:50~238[1 89], +3:90~245[1 56]) 


SEQ.lD.No.65 






8906 


0.042048 


apoptpsis, caspase activation inhibitor 
(AVEN). mRNA /cds=(53, 1 141 ) . 
/gb=NM_020371 /gi=9966840 
/ug=Hs.63168/ien=1549/ 


NM_020371 


Hs:63168 


NP_065104 


8939 


0.034378 


hypothetical protein GL009 (GL0d9), 
mRNA /cds=(78,629) /gb=NM_032492 
/gi=14210501 /ug=Hs.24054 /len=1097 


Nl^_032492 


Hs.24054 


NPJ 15881 


8968 


0.038054 


xG57a09.x1 NCI_CGAP_Eso2 cDNA 
clone IMAGE:2588344 3' similar to 
contains Alu repetitive element;, mRNA 
sequence /clone?^iMAGE:2588344 
/clone end=3' /gb=AW084739 
/gi=6039891 /ug=Hs.4451 34 /Ien=509 


AW084739 


Hs.445134 




8969 


0.016031 


EST(AV730379 HTF cDNA clone 
HTFAAA05 5') 


AV730379 






8970 


0.O052O6 


pn43h10.y5 NCI_CGAP_Co8 cDNA 
clone IMAGE;1 559491 5', mRNA 
sequence /clorie-IMAGE:.1 559491 
/clone_end=5' /gb=AI793153 
/gi=534d869 /ug-Hs.58262 /len=521 


AI793153 


Hs.58262 " 




8980 


0,008765 


EST yq55e03.r1 Scares fetal liver 
spleen 1NFLS H. sapiens cDNA clone 
IMAGE: 199708 5' similar to contains Alu 
repetitive element; 


R96686 






9003 


0:016031 


hypothetical protein DKFZp434B195 
(DKFZP434B195). mRNA 
/cds=(514,1290) /gb-NM_031284 
/gi=21 361 960 /ug=Hs.1 0748 /len=2262 


NIV!_031284 


Hs.10748 . 


NP_1 12574 


9006 


0.04638 


cDNA FLJ38383 fis, clone 

FEBRA2003726. /gb=AK095702 

/gi=2 1755022 /ug=Hs.433517 /len=3240 


AK0957O2 ; 


Hs.433517 




9017 


0.006784 


UI-H-FH1-bfk-m-06-0-Ul.s1 
NCI_CGAP_FH1 cDNA clone UI-H-FHI^ 
bfk-iTi-06-0-UI 3', mRNA sequence 
/clone=UI-H-FH 1 -bfk-m-06-O-U 1 
/clone_end=3' /gb=BU618627 
/gi=23284842 /ug=Hs. 192435 /len=1099 


BU618627 


Hs. 192435 





2894 



Spot 


pTvalue 


Description 


Gene 

Accession 
No. 


Unigene 

Accession 

No. 


Protein, 

Accession 

No. 


9041 


0.005949 


7l40g01.x1 

Soares_NSF_F8_9W_OT_PA_P_S1 
cDNA clone |MAGE:35241 36 3", mRNA 
sequence /clone=IMAGE:35241 36 , 
/clone_end=3* /gb=BF1 12131 
/gi=1 0941 821 /ug=Hs.2.88083 /len=620 


BF112131 


Hs.288083 




9042 


0.04638 


UI-CF-FN0-aeu-b-13-0-0l.s1 Ul-CF- ' 
FNO cDNA clone U|-CF-FN0-aeu-b-13-O 
Ul 3', mRNA sequence /clone=UI-CF- 
FN0^eur-b-13-0;ui /clone_enci,=3' 
/gb=BU689604 /gi=23547505 
/ug=.Hs.273830 /len=1066 


BU6896P4' . 


Hs.273830 \ 




9043 


0;038054 


CocoaCrisp (LOC83690), nriRl^lA' 
/cds=(376;i878) /gb=NM_031461 
/gi=21 314740 /ug^Hs.1 82364 /len=2962 


NM_031461 


Hs.^ 82364 


NPJ 13649 


9045 


0; 00772 


EST(xa08a12.x1 ; 

Sdares_NFL_T_GBC_S1 cDNA clone 
IMAGE:2567710 3') 


AW074833 






9055 


0.034378 


Zi76dl2.s1 

Soares_fetal_liver_spleen_1 N FLS_S 1 
cDNA clone IMAGE:436727 3", mRNA 
sequence /clone=IMAGE;436727 
/clone_end=3' /gb=AA702930 
/gi=2706043 /ug=Hs. 189679 /len=478 


AA702930 


Hs.i 89679 




9063 


0.042048 


clone 23612 mRNA sequence 
/gb-U90902 /gi=1 91 3880 ,/ug=Hs.82141 
/len=1548- 


U90902 ' 


Hs.8214i 




9078 


0.031002 


cDNAFU13207fis, clone 
NT2RP4000023. /gb=AK023269 
/gi=10435128 /ug=Hs.14355 /len=2633 


AK023269 


Hs.14355 




9110 


0.04638 

/■ ■ 


UI-E-CR1-adz-a-04.0-Ul.r1 UI-E-CR1 
cDNA clone UI-E-CR1-adz-a-04-0-UI 5', 
mRNA sequence /clohe=UI-E-CR1-adz- 
a-04-O-UI /clone_end=5' /gb=BM706524 
/gi=1 901 9782 /ug=Hs.421063 /len=1149 


BM706524 


Hs.421063 




9112 


0.04638 


Ul-1-BC1-ajs-e-06-0-Ul.s1 
NCI_CGAP^PI2 cDNA clone UI-1-BC1- 
ajs-e-06-O-UI 3', mRNA sequence 
/clone=UI-1-BC1-ajs-e-06-0-UI 
/clone_end=3' /gb=BQ010796 
/gi=19735697 /ug=;Hs. 120770 /len-904 


BQ010796 


Hs.i 20770 




9114 


0.012669 


EST(cDNA clone IMAGE;2504565.3' ) 


AW009489 






9129 


0.034378 


EST{cDNA 


AW896077 







2895 



Spot 


p-value 


Description 


Gen 

Accession 
No. 


Unigene 

Accession 

No. 


Prpt. in 
Acc ssipn 
No. 


9150 


0.031002 


EST, cDNA, 3' end 

/clone=IMAGE:321 4604 /clone_end=3'. 

/gb=BE503107/gi=9705515 

/ug=Hs.281951 /len=368 


BE503107 


Hs.281951 


- . . . 


9154 


0.042048 


mRNA; cDNADKFZp564B213(from ^ 

clone DKFZp564B21 3) /gb=AL049240 
/gi=4499973 /ug=^Hs.380268 /len=767 


ALd49240 ■ 


His.380268 




9157 


0.031002 


mRNA; cDNA DKFZp45101818 (from 
clone DKFZp45101818) /gb=AL832650 
/gi=21733226 /ug=Hs.12396 /len=4870 

I 


AL832650 


Hs. 12396 




9243 


0.04638 


AV700621 GKC cDNA clone 
GKCDKF09 3', mRNA sequence 
/clone=GKCDKF09 /clone_end=3' 
/gb=AV700621 /gi=10302592 
/ug=Hs.191445/len=809 


AV700621 


Hs. 191445 




9253 


0.022485 


6d33'90782F1 NIH_MGC_87 cDNA 
clone IMAGE:5399756 5', mRNA 
sequence /clone=IMAGE:5399756 
/clone_end=5' /gb=?BI860842 
/gi=1 6001 577 /ug=Hs,112472 /len=917 


BI860842 


Hs.112472 




9319 


0.011228 


No significant match 
{ORF:+2:2~226[225]), low complexity 


SEQ.ID.No.17 






9387 


0.038054 


RAB35, member RAS oncogene family 
(RAB35), mRNA /cds=(1 17,722) 
/gb=NM_006861 /gi=1 9923377 ' 
/ug=Hs.94308 /len=2887 


NM_006861 


Hs.94308 


NP_006852 


9424 


0.014265 


MCM4 (MCM4) and DNA-PKcs" 
IPRKDC) genes, partial cds 


U63630 






9426 


0.048742 


clone IMAGE:41 30494, mRNA ' 
/gb=BC023543 /gi=23270740 
/ug=Hs.1 12844 /len=4567 


BC023543 


Hs. 112844 




9450 


0.016031 


FK506 binding protein 3, 25kDa 
(FKBP3). mRNA/cds=(412,1086) 
/gb=NIV!_00201 3 /gi=1 7149845 
/ug=Hs.3795577len=1420 


NM_002013 


Hs.379557 


NP_002004 


9453 


0.006784 


mRNA for KIAA1705 protein, partial cds. 

/cds=(1714,3210) /gb=AB051492 
/gi=12697954 /ug=Hs.7076 /len=3949 


AB051492 


Hs.7076 




9463 


0.022485 


tropomyosin 3 (TPM3),niRNA 
/cds=(52,798) /gb=NM_1 53649 
/gi=241 19202 /ug=Hs.85844 /len=2089 


NIVIJ 53649 


Hs.85844 


NP^705935 


9488 


0.004545 


UDP-N-acteylglucosamine 
pyrophosphorylase 1 (UAP1), mRNA 
/cds-(312,1829) /gb=NIVI_003115 
/gi=1 9923738 /ug=Hs.21293 /len=2332 


NM_003115 


Hs.21293 


NP_003i06 



2896 



Spot 


p-value 
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Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


9491 


0.026072 


clone IMAGE:2960008, mRNA 
/gb=BC01 7253 /gi= 16878090 
/ug=Hs.433345/len=1405 . 


BC017253 


Hs.433345 




9548 


0.027906 


ubiquitin specific protease 1 (USP1), 
mRNA/cds=(246.2603) 
/gb=NI\/l_003368 /gi=21361 109 
/ug=Hs.35086 /len=3379 


NM_003368 


Hs.35086 


NP_003359 


9553 


0.04638 


protein phospiiatase 1 , catalytic subunit, 
beta isoform (PPP1CB), mRNA 
/cds=(259.1242)/gb=NM_002709 
/gi=4506004 /ug=;Hs.21537 /len=3590 


NM^002709 


Hs.21537 


NP_002700 


9576 


0.01798 


collagen, type XV, alpha 1 (COLISAi), 
mRNA/cds=(166,4332) 
/gb=NM_001855 /gi=18641349 
/ug=Hs.83164/len=5222 


NM^001855 


Hs.83164 


NP_001846 


9586 


0.0201 26 


NRRL 412!3 mitochondrial ribosomal 
RNA, small subunit, mitochondrial gene, 
partial sequence 


U29233 , 






9594 


0.01798 


serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 2 
(SERPINE2), mRNA /cds=(21 0,1 406) 
/gb=NM_006216 /gi=24307906 
/ug=Hs.21858 /len=2129 


NM^P06216 


Hs;2l858 


NP^006207 


9610 


0.012669 


nuclear DNA-binding protein (C1D),,. 
transcript variant 1, mRNA 
/cds={64,489) /gb-N!VI_006333 
/gi=27894371 /ug=Hs.15164 /len=1200 


NM_006333 


Hs. 15164 


NP_775269 


9612 


0.04638 


ubiquitin-conjugating enzyme E2G .1 
(UBC7 C. elegans) (UBE2G1), mRNA 
/cds=(167,679) /gb=NM_003342 
/gi=21 314607 /ug.=Hs.78563 /len=2430 


NM_003342 


Hs. 78563 


NP_003333 


9629 


0.04638 


vaccinia related kinase 1 (VRK1), 
mRNA /cds=(76,1266) /gb=NM_003384 
/gi=4507.902 /ug=Hs.422789 /len=1662 


NM_003384 


Hs.422789 


NP_003375 


9669 


0.048742 


hypothetical protein(FLJ20378) 


BAA91131 






9693 


0.016031 


hypothetical protein LOC93380 
{LOC93380), mRNA /cds=(301 ,696) 
/gb=NM_1 73470 /gi=27735036 
/ug=Hs.110702/len=3704 


NM_173470 


Hs 110702 


NP_775741 


9699 


0.025072 


EST(zeh14,87.seq.F Zebrafish 
Embryonic Heart cDNA Library cDNA 5') 


AI354098 







1 



2897 



Spot 


p-yalue 


Description 


Gene • 

Accession 

No. 


Unigene - 

Accession 

No. 


Protein 

Accession 

No. 


9701 


O.034378 


DKFZP586G1 51 7 protein 
(DKFZP586G1517). mRNA 

/cds==(1 27,2328) /gb=;NM_0.1 5440 
/gi=24308062 /ug=Hs.44 1 55 /len^2749 


NM_015440 


Hs:44155 


NP_056255 


.9716 


000772 


EST(EST23220 Adipose tissue, white II 
5" contains Alu repeat) 


AA32082P 






9724 


0.027906 


hypothetical protein BC012P10 
(LOC1 13174), mRNA /cds=(30, 1457) 
/gb=NM_1 38421 /gi=1 9923942 
/ug=Hs.183733/len=1527 


NM_138421 


Hs. 183733 


NP_612430 


9740 


0.016031 


periphilin 1 (PPHLNI), mRNA 
/cds=(94,1 197) /gb=NM_01 6488. 
/gi=21361573 /ug-Hs.281428 /len=1643 


NM_016488 


Hs.281428 


NP_057572 


9747 


0.022485 


EST(ya49e04.r2 clone 53081 5') 


R16260 






9761 


0.04638 


hypothetical protein FLJ22557 
(FLJ22557), mRNA /cds=(87, 1001) 
/gb=NM^024713 /gi=133760i2 
/ug=Hs.106101 /len=2676 


NM_024713 


Hs.ideioi ' 


NP^078989 


9804 


O.038054 


RNA polymerase III subunit RPC2 
(RPC2), mRNA/cds=(54,3455) 
/gb=NM_018082 /gi=24475856 
/ug=Hs. 1 97642 /len^41 02 


NM^d18082 


Hs. 197642 

■ • 


NP_060552 


9805 


0.025072 


EST (qh12h02.x1 
Soares_NFL_T_GBC_S1 
IMAGE: 1844499 3") 


AI240516 






9819 


0.025072 


EST (yq42a05. r1 Scares ifetal liver 
spleen . 


R94397 






9840 


0.022485 


hypothetical protein FLJ20244 

(FLJ20244). mRNA /cds=(89,2068) 
/9b=NM 017722 /gi=892321 8 
/ug=Hs.1 58947 /len=21 37 


NM317722 


Hs. 158947 


NP_060192 


9850 


0.020126 


cDNA FLJ1 1 946 fis, clone 
HEMBB1 000709. /gb=AK022008 
/gi=1 0433321 /ug=Hs.323231 /len=3241 


AK022008 


Hs.323231 




9875 


0.004545 


heat shock 27kDa protein 2 (HSPB2),. 
mRNA/cds={70,618) /gt)=NM_001541 
/gi=450451 8 /ug=Hs.78846 /len=874 


NM_001541 


Hs.78846 


NP_001532 


9903 


0.00772 


hypothetical protein MGC40 157 
(MGC401 57), mRNA /cds=(1 06,498) 
/gb=NM_1 52350 /gi=22748758 
/ug=Hs.295362 /len=1.250 ■ 


NM_1 52350 


Hs.295362 


NP_689563 


9904 


0.014265 


O-linked mannose beta1,2-rN- 
acetylglucosaminyltransferase 
(FLJ20277). mRNA/cds=(142.2124) . 
/9b=NM_017739 /gi=8923252 
/ug=Hs.1 83860 /len=2737 


Nl\/I_017739 


Ms. 183860 


NP_060209 



2898 
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p^value 
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Gene 
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No. 


Unig ne 
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No. 
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No. 


9919 


0.025072 


B-cell receptor-associated protein 
BAP29 (BAP29), mRNA /cds=(47.775) 
/gb=NM_018844 /gi=9994198 
/ug?Hs.27135/len=1085 


NM^018844 


Hs.27135 


NP_g61332 


9936 


0.038054 


X 009 protein (MDS009),' mRNA - 
/cds=(1 27,534) /gb=NM_020234 
/gi=9910425/ug=Hs.64641 /len=1133 


NM_020234 


Hs.64641 


NP_064619 


9946 


0.025072 


niitogen.ractivated protein kinase kinase 

1 (MAP2K1), mRNA/cds=(73,12:54) 
/gb=NI\/l_002755 /gi= 14589898 
/ug=Hs.3446 /len=2222 


NM_002755 


Hs.3446 


NP_002746 


10015 


0.034378 


mRNA for KIAA1228 protein, partial cds. 
/ccls=(1.2534) /gb=AB033054 
/gi=20521803 /ug=iHs.306867 /len-5742 


AB033054 


Hs.306867 




10016 


0.031002 


gycosyltransferase (LOC83468), mRNA 
/cds=(408,1457) /gl3=NM_031302 
/gi=21314737 /ug=Hs.159993 /len=1908 


NM^031302 


Hs. 159993 


NPJ 12592 


10019 


0038054 


serologically defined colon cancer 
antigen 33 (SDCCAG33). mRNA 
/cds={295.2358) /gb^NM_005786 
/gi=15451922 /ug=Hs.284217 /len=2858 


NM^005786 


Rs:284217 


NPJ305777 


10025 


0.002982 


SPARC related modular calcium binding 
2 (SM0C2), mRNA /cds-(21,1394) 
/gb=NM_022138 /gi=24308276. 
/ug=Hs.22209 /len=,2947 


NM_022138 


Hs.22209 


NP_071421 


10060 


0014265 


roundabout, axon guidance receptoir, 1 
(Drosophila) (R0B01), transcript variant 
2, mRNA/cds=(964,5802) 
/gb?=?NM_1 33631 7gi=1 9743805 

/ug=Hs.301198/len=7475 


NM_1 33631 


Hs.3d1198 


NP_598334 


10084 


0.012669 


hypothetical protein MGC1 1 034 
(MGC1 1 034), mRNA /cds=(246,641 ) 
/gb=NM_031453 /gi=1 3899290 
/ug=Hs. 1 03378 /len=3301 


NM_031453 


Hs. 103378 


NPJ 13641 


10102 


0.04638 


hypothetical protein FLJ23445 
(FLJ23445), mRNA /cds=(44,658) 
/gb=NM_025075 /gi=1 3376622 
/ug^Hs.288151 /len=963 


NM_025075 ' 


Hs;288151 


NP^079351 


10130 


0.014741 


UI-H-EU1-bad-c-14-0-Ul.s1 
NCI_CGAP_Ct1 cDNA clone UI-H-EU1- 
bad-c-14-O-lJI 3", mRNA sequence 
/clone=UI-H-EU1 -bad-c-14-O-UI 
/clone_end=3' /gb=BQ447141 
/gi=21250253 /ug=!Hs.445111 /len=1032 


BQ447.141 


Hs.445111 





2899 
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10167 


0.034378 


EST(zs29d10.r1 NCI_CGAP_GCB1 
IMAGE:68661 1 5') short match ■ : 


AA255979 




NP_004828 


-10178 


.0.011228 


EST382135 MAGE resequences, 
MAGKcDNA, mRNA sequence 
/gb-AW970055 /gi?=8 159900 
/ug=Hs.324815/len=764 


AW970055 


Hs.324815 






10191 


0.031002 


EST(HSPD24973 HM3 clone 
S3000036E04) 


F32327 

• • * t 






10215 


0.012669 


UI-E-EJ0-aik-i-20-0-Ul.r1 UI-E-EJO 
cDNA clone UI-E-EJ0-aik-i-2b-0-UI 5', 
mRNA sequence /clone=UI-E-EJO-aik-i- 
20-0-UI /clone_end=5' /gb=BM727413 
/gi=19048746 /ug=Hs.1 12619 /len=1667 


BM727413 


Hs.112619 




10228 


0:00772 


hypothetical protein FLJ 10342 
(FL J 1 0342), mRNA /cds=(534. 1 1 45) 
/gb=NM_018064 /giFl41497.17 
/ug=Hs.101514/len=1506 


NMJ18064 


Hs. 101 51 4 


NP_060534 


10290 


0.031002 


dx21f03.xi 

Soares_fetal_liver_spleen_1 NFLSiSI 
cDNA clone IMAGE. 1656989 3', mRNA 
sequence /clone=IMAGE:1656989 
/clone end=3' /gb=AI038379 ' 
/gi=3277573 /ug=Hs. 1 31 865 /len=51 6 


AIQ38379 


Hs. 131 865 




10312 


0,026138 


TATA box binding protein (TBP)- 
associated factor, RNA polymerase 1, A, 
48kDa (TAFIA), transcript variant 1, 
mRNA/cds=(190,1542) 
/gb=NM_005681 /gi=21 536363 
/ug=Hs. 1 53088 /len=1 893 


NM_00.5681 


Hs. 153088 


NP_647603 


10316 


0.022485 


clone IMAGE:5295896, mRNA 
/gb=BC04324d /gi=27695834 
/ug=Hs.104413/len=2136 


BC043240 


Hs. 10441 3 




10323 


0.022485 


mRNA; cDNA DKFZp434K1 1 1 5 (from . 
clone DKFZp434K1115); complete cds 

/cds=(97,2877) /gb=AL1 36764 
/gi^12053044 /ug=Hs.42676 /len=4868 


AL1 36764 


Hs.42676 




10350 


0.038054 


hypothetical protein FLJ900i 3 
(FLJ90013), mRNA/cds=(15.1703) 
/gb=NM_1 53365 /gi=23503310 
/ug=Hs.25119/len=3382 


NMJ53365 


Hs.25119 

• 


NP399196 


10364 


0,027906 


EST (QV3-NN 1023-1 30500-1 78-g10 
NN1023) 


AW902437 






10380 


Q.016031 


Hypothetical protein(cDNA: FLJ22479 
fis, clone HRC1 0831) 


AK026132 




NP_P79176 


10401 


0.038054 


EST (Clontech human aorta polyA 
mRNA (#6572) cDNA clone GEN- 
041E02 5') 


C14262. 







2900- 
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10423 


0.04638 


muscleblind-like protein MBLL39 . 
(MBLL39j, transcript variant 1, mRNA 

/cds=(782,1885) /gb=NM_1 44778 
/gi=21464124 /ug=Hs.283609 /len=4665 


NM_1 44778 


Hs.283609 


NP_659002 












10429 


0.020126 


binder of Rfio GTPase 3-like 
(MGC21945), mRNA /cd.s=(340,786) 
/gb=NM 145057 /gi=2l45D817 
/ug=Hs,352987 /len=929 


NMj450i57 


Hs.352987 


NP_659494 


10437 


0.038054 


UI-H-EI1-aze-Cr02-0-Ul.s1 ' 
NCI_CGAP_E!1 cDNA clone 
IMAGE:5847481 3', m.RNA sequence 
/clone=IMAGE:5847481 /clone_end=3' 
/gb=BQ003590 /gi=1 9728490 
/ug=Hs.29698/leh=1051 


BQ003590 


Hs.29698 




10439 


0.027906 


clone IMAGE;41 57625, mRNA 
/gb=BC033767 /gi=22832873 • 
/ug=Hs.271450/len=1515 


BC033767 


Hs.271450 




10454 


0.038054 


EST(tm27f02.x1 

Soares_NFL_T_GBC_S1 cDNA clone 
IMAGE:2157819 3') 


AI479365 






10475 


0.025072 


solute carrier family 25 (mitochondrial 
carrier; citrate transporter), member 1 
{SLC25A1), mRNA /cds=(1 00, 1035). 
/gb=NM_005984 /gi=21 389314 
/ug=Hs.111024/len=1619 


NM_005984 


Hs.1 11024 


NP_^005975 


10496 


0.027906 


Zh69e06.s1 

Scares fetaljiver_spleen_1 NFLS_S1 
cDNA clone IMAGE:417346 3\ mRNA 
sequence /c|one=IMAGE:417346 
/clone end=3'/gb=W89l 92 
/gi=1404504 /ug=Hs. 1 94238 /len=471 


W89192 ' 


Hs. 194238 


:- ,- 


10501 


0.038054 


y l-E-PW0-agg-d-24-0-Ul.r1 UI-E-DWO 
cDNA clone UI-E-DWO-agg-d-24-O-UI 
5', mRNA sequence /clone=UI-E-DWO- 
agg-d-24-O-UI /clone_end=5' . 
/gb=BM706154 /gi=19019412 
/ug=Hs.433446 /len=1003 


BM706154 


Hs.433446 




10502 


0.006784 


EST(cDNA clone IMAGE:4944078 5' ) 


BG913252 




NP 775882 


10503 


0.016031 


thymosin, beta 4, X chromosome 
(TMSB4X), mRNA/cds={78,212) 
/gb=NM_021109 /gi=11 056060: • 
/ug=Hs.75968 /len=556 


NM_021109 


Hs.75968 


NP_066932 


10506 


0.005206 


K-EST0.1 87941 L14ChoiGK0 cDNA 
clone L14ChoiCK0-30.C05 5', mRNA 
sequence /clone=L14ChoiGK0-30-C05 
/clone_end=5'7gb=CB1 35678 
/gi=28102621 /ug=Hs.435110/len=419 


CB135678 


Hs.435110 




. _1 Q5_1 2 


0.016031 


POLY A 
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10531 


0,04638 


mRNA; cDNA DKFZp686J1 72 (from 
clone DKFZp686J172) /gb-AL832206 
/gi=21732751 ./ug-Hs.56896 /len?6055 


AL832206 


Hs.56896 




10539 


0.038054 


ribosomal protein, lar^e, PI (RPLP1), 
mRNA /cds=(1 30,474) /gb=NM_001003 
/gi=1 6905511 /ug=Hs.424299 /len=512 


NM_001003 


Hs.424299 


NP_000994 


10540 


0.004^5 


BX116063 NCI CGAP Bm23 cDNA 
clone IMAGp9980244959, mRNA 
sequence 

/clOne=IMAGp9980244959_;_IMAGE:2 
016239 /gb=?BX1 16063 /gK27839769 
/ug=Hs.1 27872 /len=537 


BX1 16063 


Hs. 127872 




10546 


0.031002 


cDNAFLJl3585fis, clone 

PLACE1009150. /gb^AK023647 

/gi- 10435632 /ug^Hs.43047 /len=3430 


AK023647 


Hs.43047 


■ . " ■• 


10561 


0.014265 


wn03h10.x1 NCI_CGAP_Ut2 cDNA 
clone IMAGE:2444419 3', mRNA 
sequence /clone-IMAGE:2444419 , 
/clone_end=3' /gb=AI924266 
/gi=5660230 /ug=Hs.3701 137len=514 


AI924266 


Hs.370113 




10566 


0.008765 


actin, beta (ACTB), mRNA 
/cds=(74,1201) /gb=NM_001 101 
/gi=5016088 /ug=Hs.426930 /len=1793 


NM_001101 


Hs.426930 


NP_001092 


10570 


0.031002 


thymosin, beta 4, X chromosome 
{TMSB4X). mRNA/cds={78,212) 
/gb=NM_021109 /gi=1 1056060 
/ug=Hs.75968 /|en=556 


NM_021109 


Hs.75968 


NP_066932 


10578 

/' 


■ 0.025072 


xj80g04.x1 Soares_NFL_T_GBC_S1 
cDNA clone IMAGE:2663574 3". mRNA 
sequence /clone=IMAGE:2663574 
/clone_end=3' /gb=AW1 72661 
/gi=6438609 /ug=Hs.257251 /len=451 


AW1 72661 


Hs.257251 




10610 


0.025072 


cDNA, 3' end /clone=IMAGE:3476408 
/clpne_end=3' /gb=BF058813 
/gi=10812709 /ug=Hs.319312 /len=382 


BF058813 


Hs.319312 


NP_001454 


10673 


0.042048 


mitochondrial ritx)somal protein S18C 
(MRPS18C), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(60,488) /gb=NM_016067 
/gi=7705629 /ug=Hs.3385 /len=1014 


NM_016067 


Hs.3385 . 


NP_057151 


10683 


0.014265 


EST388886 MAGE resequences, 
MAGO cDNA, mRNA sequence 
/gb=AW976777 /gi=816801 1 
/ug=Hs.223578_/len=519 


AW976777 


Hs.223578 





2902 
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No. 


10684 


0.034378 


EST(cDNA clone IMAGE:4090855 3" ) 


BF447403 




NP 002iB06 


10710 


0.025072 


No significant match 


SEQ.ID.No.46 






10717 


0.04638 


No significant match 


SEQ.ID.No.83 






19773 


0.006784 


EST (RC3-CT0254-300800-022-g07 
CT0254) 


BE927223 


'■■ ■- 




10779 


0.034378 


EST (ADB cDNA clone ADBAKA02 5') 


AV704531 






10790 


0.016031 


similar to zinc finger protein 22 (KOX 
15)(LOC166793),mRNA . 
/cds=(1401,2147) /gb=NI\/l_145291 
/gi=21686968 /ug=Hs.94013 /ien=2634 


NMJ45291 


Hs.94013 


NP_660334 
» 


10805 


0.031002 


EST(ak84d11.s1 Barstead spleen 
HPLRB2 cDNA clone IMAGE:1414581 
3' similar to contains l\/IER10.t3 MER10 
repetitive element) 


AA845289 






10806 


0.016031 


EST (C|j86f09.x1 NCi_CGAP_Kid3 
cDNA clone IMAGE: 1866377 3" similar 
to contains MER30.t3 MER30 repetitive 
elienfient) 


AI244320 






10807 


0.042048 


methyltrahsferase like 3 (METTL3), 
mRNA /cds=(87,1829) /9b=NM_019852 
/gi=21 361 826 /ug-Hs.26814? /Ien=1 959 


NM_019852 


Hs.268i49 


NP_062826 


10811 


0.025072 


EST from clone 208499, full insert 
/gb-AL355688 /gi=7799136 
/ijg=Hs.6655/len=1831 


AL3556g8 


Hs.6655 




10839 


0.00772 


calcium binding protein Cal!>45 
precursor (Cab45), mRNA 
/cds=(294,1340) /gb=NM_016547 
/gi=7706572 /ug=Hs.42806 /len=2092 


NM_016547 


Hs.42806 


NP_057631 


10841 


0.01798 


zinc finger protein 306 (ZNF306), mRNA 
/ccls={149.1765) /gb=NM_024493 
/9i=24308296 /ug=Hs.66774 /len=2242 


NM_024493 


Hs.66774 


NP_0778ig 


10867 


0.022485 


7k59b12.x1 NCI_CGAP GC6 cDNA 
clone 1MAGE:3479758 3*, mRNA 
sequence /clone=IMAGE:3479758 
/clone end=3'/gb=BF059412 
/gi=1 081 3230 /ug=Hs.319320 /len=453 


BF059412 


Hs:3i19320 




10894 


0.042048 


Clq and tumor necrosis factor related 
protein 3 (C1QTNF3), mRNA 
/cds=(84,824) /gb=NM_030945 
/gi=13569918 /ug=Hs.171929 /len=1710 


NM_030946 


Hs. 171 929 


NP_852100 


10910 


0.042048 


EST (tg92b06.x1 NCI_CGAP_CLL1 
cDNA clone IMAGE:21 16211 3' similar 
to contains Alu repetitive element;) 


AI401289 
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Spot 


p-value 


Description ' ' 


Gene 

Accession 

No. 


Unigene 

Accession 

No. 


Protein 

Accession 

No. 


10917 


0.022485 


activated RNA polymerase 11 , 
transcription^cofactor 4 (PC4), mRNA 

/cds=(57,440) /gb=NM^006713 

/gi=1 9923783 /ug=Hs.349506 /len=1336 


NM_006713, 


Hs. 349506 


NP_006704 


10930 


0.031002 


Similar to RIKEN cDNA 2810OO4N23 ' 
gene, done MGC:46269 
IMAGE:5589128, mRNA. complete cds 

/cds=(57,905) /gb=BC03680p 
/gi=22477333 /ug=Hs.390881 /len=1468 


BC036800 


Hs.39p881 




10942 


0.04638 


EST(ze42c06.r1 Scares retina N2b4HR 
Homo sapiens cDNA clone 
IMAGE:361642 5" ) 


W96264 






10946 


0.031002 


of yeast long chain polyunsaturated fatty 
acid elongation enzyme 2 (HEL01), 
mRNA/ccls=(345,1244) 
/gb=NM_021814 /gi=21361903 
/Ug=Hs.250175/len^=3011 


NM_G21814 


Hs.250175 


NP_068586 


10949 


0.022485 


yo73e02.s1 Scares breast 3NbHBst 
cDNA clone IMAGE: 1 83578 3', mRNA 
sequence /clone=l MAGE: 183578 
/clone_end=3' /gb=H44042 /gi=920094 
/ug=Hs.391565/len=417 


H44042 


Hs.391565. 




10958 


0.011228 


FLJ30424 fis, clone BRAGE2008881. 
weakly similar to ZINC FINGER 
PROTEIN 195 /cds=UNKNOWN . 
/gb=AK054986 /gi=16549625 
/ug=Hs.21423/len=2144 


AK054986 


Hs.21423 




10989 


' 0.04638 

• 


BX1 02645 NCI CGAP Brn23 cDNA 
clone IMAGp998L144327, mRNA 
sequence 

/clone=IMAGp998L144327_;JMAGE:17 
03965 /gb=BX1 02645 /gi=27831887 
/ug=Hs. 1 46883 /len=786 


BX1 02645 


Hs. 146883 




11006 


0.005206 


ab12g02.s1 Stratagene lung (#937210) 
cDNA clone IMAGE:840626 3', mRNA 
sequence /clone=IMAGE:840626 
/clone_end=3' /gb-AA487969 
/gi=2215400 /ug=Hs.96692 /len=466 


AA487969 


Hs.96692' 




11020 


0.025072 

■ 


Ul-H-DHO-aui-j-10-0-Ul.s1 
NCI_CGAP_DH0 cDNA clone 
1MAGE:5871081 3', mRNA sequence 
/clone=IMAGE:5871 081 /clone_end=3' 
/gb=BM994461 /gi=1 971 9362 
/ug=Hs.434057 /len=2059 


BM994461 


Hs.434057 . 




11027 


0.034378 


cDNA FLJ12885 fis, clone 
NT2RP2003988. /gb=AK022947 
/gi^l 0434630 /ug=Hs.3609'3 /len=2000 


AK022947 


Hs.36093 
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11030 


0.022485 


ESTs, cDNA, 3' end 
/clone=IMAGE:2308223/clorie_end=3' 

/gb=AI671885 /gi=4851616 . . 

/ug=Hs.1 10855 /|en=593 


AI671885 


Hs. 11 0855 




11032 


0.029136 


nj38c05.s1 NCI_CGAP_AA1 otMk 
clone |MAGE:994760 3' similar to 
gb:M62424 THROMBIN RECEPTOR 
PRECURSOR mRNA sequence 
/elone=IMAGE:994760 /clone_end=3' 
/gb=AA548630 /gi=2318912 
/ug=Hs. 1 05848 /len=555 


AA548630 


Hs. 105^8 ^ 




11033 


0.016031 


FLJ30661 fis, clone DFNES2000526 
/cds=UNKNOWN /gb=AK055223 
/gi=16549904 /ug=Hs.265540 /len=2514 


AK055223 


Hs.265540 


NP_057178 


11044 


0.034378 


EST(fetal liver spleen 1 NFLS Homo 
sapiens cDNA clone IMAGE:241467 3' ) 


H90418 


----- . -■- . t' ■- 


.... .. „ . - . 


11055 


0.038054 


Ui-E-CLl-aez-f-02.0-UI.r1 UI-E-CL1 
cDNA clone UI-ErCLt.aez-f-02-O-UI 5', 
rtiRNA sequence /clone=UI-E-CL1-aez-f 
02-0-UI /clone_end=5' /gb=BM695854 
/gi=19009112 /ug=Hs.21509 /len=1260 


BM69i5854 


Hs.21509 




11056 


,0.01798 


cDNA: FLJ22050 fis. clone HEPd9454. 
/gb=AK025703 /gi=10438305 
/ug=Hs. 1 73705 /len=1 990 


AK025703 


Hs. 173705 




11067 


0.029136 


ESTs, cDNA, 5' end 
/clone=IIVIAGE:4474821 /clone en^=5' 
/gb=BG253800 /gi=12763616 
/ug=Hs. 1 28894 /len=950 


BG253800 


Hs. 128894 


NP_524576 


11068 


0.031002 


mRNA; cDNA DKFZp586G1 520 (from 
clone DKFZp586G1520) /gb=AL050148 
/gj=4884359 /ug=Hs.31834 /len=3030 


AL050148 


Hs;31834 




11069 


. 0.00772 


ESTs, Stratagene ovarian cancer . 
(#937219 cDNA clone IMAGE:595374 3" 
similar to TR:Q13129 Q13129 ZN-15 
RELATED ZINC FINGER PROTEIN ; 


AI732587 




.- 


11091 


0.042048 


BX091936 Soares placenta Nb2HP 
cDNA clone IMAGp998Nd2193 ; 
IMAGE: 135745, mRNA sequence 
/clone=IMAGp998N02193_;JMAGE:13 
5745 /gb=BX091936 /gi=27822661 
/ug=Hs.24598 /ien=688 


BX091936 


Hs;24598 




11110 


0.020126 


cDNA FLJ37125 fis. clone 
BRACE2022638. /gb=AK094444 
/gi=2 1753507 /ug=Hs. 12030 /len=2720 


AK094444 


Hs. 12030 
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11118 


0.025072 


BXT00041 Spares pineal gland 
SNbHPG cDNA clone 
IMAGp998D02466, mRNA sequence 
/clone=IMAGp998D02466_;_IMAGE:23 
1 505 /gb-BX1 00041 /gi=27830398 
/ug=Hs.446061./len=718 , 


BX1 00041 


Hs.446061 




11166 


0 010197 


ym53e05.si Soares infant braiii 1 NIB 
cDNA clone IMAGE:51803 3', mRNA 
sequence /clone-IMAGE:51 803 
/clone_end=3' /gb=|-l24464 /gi=893,159 
/ug=Hs.417814/len=487 . 


H24464 


Hs.417814 


• 


11168 


0.042048 


hv66b12.x1 NCI_CGAP_Lu24 cDNA 
clone IMAGE:31 78367 3', mRNA 
sequence /clone=IMAGE:31 78367 
/clone_end=3' /gb=BE220031 
/gi=8907349 /ug=Hs. 192491 /len=379 


BE220031 


Hs.1 92491 




11193 


0.038054 


control • . 








11198 


0.013065 


cDNA FLJ23679 fis, clone HEP09084. 
/gb=AK074259/gi=18676812 _ 
/ug=Hs.351597/len=2006 . 


AK074259 


Hs.351597 


t 


11200 


004638 


EST(cDNA clone |MAGE:3087494 3' ) 


BF509784 






11224 


0.034378 


No significant match 


SEQ.ip.No:93 






11238 


0.027906 


nebulin mRNA, partial cds. /gb=U35637 
/gi=1205988 /ug=Hs.83870 /len=9443 


U35637 


Hs,83870 


NP^004534 


11257 


0.04638 


mRNA for FLJ00086 protein, partial cds. 
/cds=(1 951 ,31 50) /gb=AK024487 
/gi=1 0440487 /ug=Hs.343828 /len=4456 


AK024487 


Hs.343828 


NP_835461 


11261 


0.009931 


hypothetical protein MGC 14480 
(MGC14480), mRNA/cds=(18,209j 
/gb=NI\/l_144998 /gi=2145071 0 
/ijg=Hs.37616/len=844 ■ 


NM J 44998. 


Hs.37616 


NP^659435 


11263 


0,027906 


KIAA1804 protein, partial cds" 
/cds=UNKNOWN /gb=AB058707 
/gi=14017824 /ug=Hs.50883 


AB0587P7 


Hs.50883 


NP_1 15811 


11297 


0.022485 


farnesyl diphosphate synthase (farnesyl 
pyrophosphate synthetase, 
dimethylailyltranstransferase, 
geranyltranstransferase) (FDPS), 
mRNA /cds=(1 15, 1374) 
/gb=NM_002004 /gi=4503684 
/ug=Hs.335918/len=1430 


NM_002004 


Hs. 33591 8 


NP_001995 


11313 


0.027459 


NADH dehydrogenase (ubiquinone) 1 
alpha subcomplex, 1 , 7.5kPa. 
(NDUFA1), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(143,355) /gb=NM_004541 
/gi=1 3699820 /ug=Hs.74823 /len=479 


NM_004541 


Hs.74823 


NP_004532 
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1 1324 


0.01798 


endoplasmic reticulum stress-inducible, 
ubiquitin^like domain member 1 
(HERPUD1 ), mRNA /cds=(96, 1271 ) 
/gb=NM_014685 /gi=7661869 
/ug=Hs. 146393 /len=1 884 


NM_0l4685 


Hs. 146393 


NP_055500 


11325 


0.027906 


tetratricopeptide repeat domain 8 
(TTC8), mRNA /cds=(53. 1648) 
/gb=NM_144596 /gi=21389382 ; 
/ug=Hs.55158/len=2241 


NM_144596 


Hs.55158 


NP_^653197 


11335 


0.020126 

. • - 


COX1 1 i^ochrome c oxidase assembly 
protein (yeast) (C0X11), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(48,878) /gb=NM_0O4375 
/gi=1 7921 983 /ug^HS:241 51 5 7len?:271 7 


NM^004375 


Hs.241515 


NP^004366 


11337 


0.020126 


dihydropyrimidine deinydrogenase 
(DPYD), mRNA /cds=(1 02,31 79) 
/gb=NM_0001 10 /gi=4557874 
/ug=Hs.1602 /len=4407 


Nl\/I_000110 


Hs.1602' 


NP_000101 


11338 


0'.01i228 


Siniilar to SRY-bpx containing gene 5, 
clone IMAGE:391 9439, mRNA 
/gb=BC01 4929 /gi==1 5928923 
/ug=Hs.383009 /len=652 


BCQ14929 


Hs. 383009 . 




11349 


0.022485 


hypothetical nuclear factor SBBI22 
(LOC571 17), mRNA /cds={207,1595) 
/gb=NM_020395 /gi=21361850 
/ug=Hs.432952/len=1716 


NM_020395 


Hs.432952 


NP_065128 


11369 


0.04638 


clone IMAGE:5301545, mRNA " ■ 
/gb=BC041 951 /gi?=27469737 . 
/ug=Hs.177781 /len-2155 


BC041951 


Hs;177781 




11371 


0.01798 


FLJ 13700 fis, done PLACE2000216, 
highly similar to SPECTRIN BETA 
CHAIN, BRAIN /cds=UNKNOWN 
/gb=AK023762 /gi=1 0435792 
/ug=Hs.324648 /len=3334 ' 


AK023.762 


Hs.324648 


NP_842565 


11374 


0.014265 


peptidyl-prolyl isomerase G (cyclophilin 
G) (PPIG). mRNA /cds=(1 58.2422) 
/gb=NM_004792 /gi=47581 05 

/ug=Hs.77965/len=2695 


NM_004792 . 


Hs.77965 


NP_004783 


11394 


o;oi603i 


hypothetical protein CL25022 
(CL25022), mRNA/cds=(158,1048) ' 
/gb=NM_015702 /gi=7661547 
/ug=Hs.5324/len=1416 


NM_015702 


Hs.5324 


NP_056517 


11404 


0.038054 


hypothetical protein MGC3067 
(MGC3067), mRNA/cds=(140,895) 
/gb=NM_024295 /gi=1 323651 5 
/ug=Hs.323114/len-1203 


NM_024295 


Hs.323114. 


NP_077271 
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11411 


0.034378 


DKFZP434D1 335 protein 
(PKFZP434D1335), mRNA 
/ccls-{78,1469) /gb-NM_015578- 
/gi=24308092 /ug=Hs.8258 /len=3389 


NM_015578 . 


Hs.8258 


NP_056393 


11433 


0.01798 


annexin A7 (ANXA7), transcript variant 
2, mRNA/cds-(61.1527) 
/gb=NM_004034 /gi=4809278 
/ug=Hs.386741 /len=2176 


NM_004034 


Hs.386741 ' 


NP_004025 


11444 


0.034378 


coproporphyrinogen oxidase 
(coproporphyria, harderoporphyria) 
(CPO), mRNA/cds=(68,1432) 
/gb=NM_000097 /gi=20127405 

/ug=Hs.89866 /len=2691 


NM_000097 


Hs.89866 


NP^0d0088 


1 1446 


0.04638 


ornithine decarboxylase antizyme 1 
(0AZ1), mRNA/gb=NM_004152 
/gi=9845504 /ug=Hs.281960 /len=986 


NM,004.152. 


Hs,281960 


NP_004143 


11472 


0.012669 


similar to RIKEN cDNA 1 1 1 001 8M03;. 
clone MGC:24932 IMAGE:4938507. 

mRNA, complete cds/cds=(21 8,853) 
/gb=BC026873 /gi=20073062 
/ug=Hs.32478/len=1826 


BC026873 


Hs.32478 




11473 


0.04638 


hypothetical protein BC013035 
(L0C1 14926), mRNA/cds=(128,430) 
/gb=NM_138436 /gi=19923964 - 
/ug=Hs.10018/len=836 


NM_1 38436 


Hs.10018 


NP_612445 


11476 


0.009931 


clone IMAGE:38661 25, mRNA 
/gb=BC035467 /gi=?22028050 
/ug=Hs.301226/len=2297 


BC035467 


Hs.301226 




11480 


0.031002 


hypothetical protein FLJ23751 . 
(FLJ23751), mRNA /cds=(121, 1563) 
/gb=NM_1 52282 /gi=22748648 ' 
/ug=Hs.37443 /len=2994 


NM_1 52282 


Hs. 37443 


NP_689495 


11481 


0.042048 


eps8 binding protein e3Bl mRNA, 

complete cds 


AF0065i6 




NP_005461 


11482 


0.04638 


clone IMAGE:5271722, mRNA 
/gb=BC038786 /gi=24270905 
/ug=Hs. 1 90456 /len=1 535 


BC038786 


Hs. 190456 




11484 


0.034378 


casein alpha si (CSN1S1), mRNA 
/cds=(50,607) /gb=NM_001890 
/gi=4503084 /ug=Hs.3155 /ien=981 


NM^001890 


Hs.3155' 


NP_001881 


11497 


0.034378 


FK506 binding protein 14, 22 kDa 
(FKBP14), mRNA/cds=(146.781) 
/gb=NM_01 7946 /gi=8923658 
/ug=Hs.264636 /len=2248 


NM_017946 


Hs.264636 


NP_060416 


11505 


0 027906 


creatine kinase, brain (Ckb), mRNA 


NM 021273 




NP 067248 


11513 


0.020126 


sulfatase SULF1 precursor, mRNA, 
complete cds /cds=(707,3322) 
/gb=?AF545571 /gi=28191289 
/ug=Hs.70823 /len=5699 


AF545571 


Hs. 70823 


NP_055985 
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11516 


0.01798 


602943821 F1 NIH_MGC_19 cDNA 
clone IMAGE:5091917 5', mRNA 
sequence /clohe=iMAGE:5091917 
/clone_end=5' /gb=B1 194863 
/gi=14649883 /ug=Hs.444288 7len=863 


BI1 94863 


Hs.444288 




11517 


0.002982 


fasciculation and elongation protein zeta 
1 (zygin 1) (FEZ1), transcript variant 1 , 
mRNA 


NM^0051P3 




NP_d72043 


11518 


0.025072 


RAB22A, member RAS oncogene 
family (RAB22A), mRNA /cds={241 ,825) 
/gb=NM_020673 /gi=10190713 
/ug==Hs.288968 /len;;1728 


NM^020673 


Hs.28$968 


NP_0$5724 


11520 


0.022485 


MYLE protein (MYLE), mRNA , 
/cds=(12,299) /gb=^slM_014015 
/gi=13384596 /ug=Hs.11902 /len=1120 


NM_Ol40i5 


Hs.11902 


NP_054734 


11536 


0.04638 


EST(yh89e10Tl cDNA clone 136938 5') 
8e-06 match 


R38461 




NP^001002 


11570 


0.020126 


clone IMAGE:5295896, mRNA 
/gb=BC043240 /gi=27695834 
/ug=Hs.104413/len=2136 


BC04324d 


Hs; 10441 3 




11587 


0.034378 


EST(qal8c02.xi NCI_CGAP_Brn23 
clone IMAGE: 1687106 3' gb:M6i2762 
VACUOLAR ATP SYNTHASE 16 KD 
PROTEOLIPIP SUBUNIT) 


AI094920 




NP_001685 


11588 


0.020126 


EST(oz13e06.x1 

Soares_fetalJiver_spleen_1NFLS_S1 
clone IMAGE:1675234 3') 


AI078464 






11590 


0.038054 


UI-E-EJO-aig-j-08-0-Ul.s1 UI-E-EJO 
cDNA clone UNE-EJ0-aig-j-08-0-UI 3', 
mRNA sequence /clone=UI-E-EJO-aig-j- 
08-0-UI /clone_end=3' /gb=BM682503 
/gi=1 8992399 /ug=Hs.446242 /len=1 052 


BM682503 


Hs.446242 , 




11597 


0;020126 


EST HUM517A08B Clontech human 
placenta pplyA mRNA (#6572) Human 
sapiens cDNA clone GEN-517A08 5" 

•f •■ ■ . 


D63277 






11612 


0.034378 


Tho2 hiRNA, complete cds 
/cds-{1,4437) /gb=AF441770 
/gi=20799317 /ug=Hs.1641 1 /len=4452 


AF441770 


Hs.16411 




11657 


0.04638 


hypothetical protein FLJ23320 
(FLJ23320), mRNA /cds=(1 17,2195) 
/gb=NM_024672/gi=1 3375933 
/ug=Hs.85910/len=2337 


NM_024672 


Hs.85910 


NP^078948 
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11701 


0.042048 


of.yeast long chain polyunsaturated fatty 
acid elongation enzyme 2 (HEL01), 
mRNA/cds=(345;l244) 
/gb=NM_02 1 8 1 4 /gi=2 1 36 1 903 
/uq=Hs.250175/len=3011 , ' 


NM_021814 


Hs.25pi75 


NP_068586 


11702 


.0.'04638 


eukaryotic translation elongation fector 
1 alpha 1 (EEF1A1),mRNA 
/cds==(63,1451) /gb=NM_001402 
/gi=25453469 /ug=Hs.422118 /Ien=i1837 


NM_001402 


Hs.422118 


NP_P01393 


11703 


0.016031 


hypothetical protein IV1GC3295 
(MGC3295), mRNA/cds=(510,1748) 
/gb=NM_025246 /gi=133768i59 
/ug=Hs.101257 /len=1958 


NM^025246 


Hs. 101257 


NP_079522 


11704 


0.014265 


solute carrier family 1 (neutral amino 
acid transporter), member 5 (SLC1A5), 
mRNA/cds=(591,2216) 
/gb=NM_005628 /gi=5032092 
/ug=Hs. 1 83556 /len=2856 


NM_005628 


Hs. 183556 


NP_005619 


11707 


0.020126 


transmembrane 4 superfarinily member 
2 (TM4SF2), mRNA /eds=(62,811) 
/gb=NM_004615 /gi=21265103 
/ug=Hs.82749/len=1813 


NM_004615 


Hs.82749 


NP_004606 


11767 


0.04638 


Purkinje cell protein 4 (PGP4), mRNA 
/cds=(58,246) /gb=NM_006198 
/gi^5453857 /ug=Hs.80296 /len=540 


NM_006198 


Hs.80296: 


NP_006189 


11774 


0.027906 


FLJ30424 fis, clone BRACE2008881, 
weakly similar to ZINC FINGER 
PROTEIN 195/cds=UNKNOWN 
/gb=AK054986 /gi=16549625 
/ug=Hs.21423 /len=2144 


AK054986 


Hs.21423 




11775 


0.011228 


UI-E-CQ1-acq-f-05-0-Ul.r1 UI-E-CQ1 
cDNA clone U1-E-CQ1 -acq-f-05-O-UI 5', 
mRNA sequence /c!one=UI-E-CQ1-acq- 
f-05-O-UI /elone_e,nd=5' /gb=BM688680 
/gi=1 9001 938 /ug=Hs.406520 /len=934 


BM68868d 


Hs.406520 




11780. 


0.014265 


mRNA for KIAA1559 protein, partial cds. 

/cds=(61,1695) /gb=AB046779 

/gi=1 00471 82 /ug=Hs.35524 /|en=5659 


AB046779 


Hs.35524 




11787 


0.022485 


inhibitor of Bruton's tyrsoine kinase 
(IBTK),-mRNA /cds=(420,1031). 
/gb=NM_015525/gi=24308082 • 
/ug=Hs.306425 /len=2240 


NM_015525 


Hs 306425 


NP_056340 


11810 


0.016031 


egl nine 3 (C. elegans) (EGLN3), mRNA 
/cds=(327,1046) /gb=NM_022073 
/gi=1 1545786 /ug=Hs.18878 /lenF2770 


NM_022073 


Hs. 18878 


NP_203130 



2910' 
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11818 


0.04638 


clone 23698 mRNA sequence . 
/gb=AF052094 /gi=3360400 
/ug=Hs.8136/leri=1264 


AF052094 


HS.8136 




11822 


0.038054 


protein phosphatase 2, regulatory 
subunit B (B56), gamma isofprm 
(PPP2R5C), mRNA/cds=(89.1633) 
/gb-NM_00271 9 /gi=4506022 ' 
/ug=Hs.171734 /len=4064 


NM_002719 


Hs. 171 734 • 


NP_848703 


11840 


0.04638 


mitogen'^activated protein kinase kinase 
kinase 2 (MAP3K2), mRNA 
/cds=(1 02, 1 964) /gb=NM_006609 
/gi=21735555 /ug=Hs.28827 /len=3336 


NM^006609 


Hs.28827 


NP^006600 


11843 


0.012669 


kinesin farnily niember 13B (KIF13B), 
mRNA /qds;?(38,551 8) /gb=NM_01 5254 
/gi= 1 31 94 1 96 /ug=Hs. 1 5711 /len=8743 . 


NM^015254 


Hs.15711 


NP_056069 


11859 


0.027906 


Iiypothetical protein FLJ1 3590 " 
(FLJ13590), mRNA /cds=(465,2210) 
/gb=NM_024840 /gi=2 1362002 
/ug=Hs. 1 83390 /len=2225 


NM_024840 


Hs. 183390 


NP_079116 


11922 


0.025072 


Hypothetical protein MGC30022, cDNA 
FU12832 fis, clone NT2RP2003137 
/cds=UNKNOWN /gb=AK022894 
/gi=1 0434551 /ug=Hs. 179852 /len=2540 


AK022894 


Hs. 179852 


NP_68949d 


11927 


0.031002 


CCR4-N0T transcription complex, 
subunit 8 (CNOT8), mRNA 
/cds=(245.1 123) /gb=NM_004779, 
/gi=24496777 /ug=Hs.26703 /len=2489 


NM_004779 


Hs.26703 


NP^004770 


11932 


0.034378 


LIN-7. protein 3, cDNA: FLJ21887 fls, 
clone HEP0313;5, highly similar to 
AF090900 Homo sapiens clone 
HQ01 89 PRO0l'89 mRNA 
/cds=UNKNOWN /gb=AK025540 
/gi=1 0438087 /ug=Hs.91 393 /len=2440 


AK025540 


Hs.91393 . 


NP_060832 


11947 


0.042048 


polymerase (RNA) H (DNA directed) 
polypeptide H {P0LR2H), mRNA 
/cds=(88,540) /gb=NM_006232 
/gi=14589952 /ug=Hs.432574 /len=821 


NM_006232 


Hs.432574 


NP^q06223 


11962 


0.038054 


aquaporin 3 (AQP3), mRNA 
/cds=(63,941)/gb=NM 004925 
/gi=22165421 /ug=Hs.234642 /len=1835 


NM^004925 


Hs.234642 


NP_004916 
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11968 


0.025072 


likely ortholbg of mouse Mak3p (S. 
cerevisiae) (MAK3P), mRNA 
/cds=(301.810)7gb=NM2025146 • 
/gi=1 3376734 /ug=Hs.288932 /len=3576 


N!VI_026146 


Hs.288932 


NP^079422 

. - 


12005 


0.0463$ 


EST(no44e03,s1 NCI_CGAP_Pr23 ' 
cDN A clone IMAGE: 1 1 03548) 


AA62!2352 






12064 


0,012669 


oq82c|05.x5 NGI_CGAP_Kid6 cDNA 
clonelMAGE:1592841 3", mRNA 
sequence /clone=IMAGE: 1592841 
/clone_end-3" /gb=Al733421 
/gi=5054534 /ug=Hs.337206 /len-508 


AI733421 


Hs,3372d6 




12067 


0.012669 


Ul-H-ED1-axq-o-07-0-Ul.s1 
NCI_GGAP_ED1 cDNA clone UI-lH^EDI- 
axq-o-07-O-UI 3', mRNA sequence 
/clone=UUH-Epi-axq-o-07-0-UI 
/clone_end=3' /gb=CA445564 
/gi=24809984 /ug=Hs.243319 /len=539 


CA445564 


Hs.243319 




12077 


0034378 


QV0-LT001 5-1 80200-1 27-C04 LTOOI 5) 


AW835461 




NP 006241 


12147 


0.020126 


cDNA sequence(cDNA sequence 
DKFZp586J1 01 (from clone cDNA 
sequence DKFZp586J1 01)) 


AL050376 . 






12176 


0.038054 


engulfment and cell motility 2 (ced-12 C. 
elegans) (ELM02), transcript variant 1, 
mRNA /cds=(141, 2303) 
/gb=NM_133171 /gi=19718768i 
/ug=Hs.96560 /len=3630 


NMJ33171 


l-ls.96560 


NP_573403 


12187 


0.031002 


myeloid/lymphoid or mixed-lineage . 
leukemia 5 (trithorax Drosophila) 
(MLL5), mRNA /cds=(202.5778) 
/gb=NM_018682 /gi=23503326 
/ug=Hs.333300 /len=6543 


NM:^018682 


Hs.333300 


NP_Q61152 


12190 


0 011228 


dxysterol binding protein-like 11 
(0SBPL11), mRNA/cds=(306,2549) 
/gb=NM_022776 /gi=231 1 1058 
/ug=Hs.61260/len=4206 


NM_022776 


Hs.61260 


NP^073613 


12201 


0 012669 


EST (Scares placenta Nb2HP 
IMAGE:143740 3') - 


R76686 






12202 


0.034378 


F-box and leucine-rich repeat protein 3A 
(FBXL3A), mRNA /cds=(298,"1 584) 
/gb=NM_012158 /gi-16306583 
/ug=Hs.7540 /len=3489 


Nl\/I^012158 


Hs.7540 


NP_^036290 


12231 


0.042048 


EST (UI-H-BI3-akf-b-05-0-Ul.s1 
NCI_CGAP_Sub5 clone 
IMAGE:2734017 3') 


AW449060 




NP_061174 


12233 


0.042048 


chemokine-like fador super family 3 
(CKLFSF3), mRNA /cds=(527, 1075) 
/gb-NM_144601 /gi=21389400 
/irg=Hs:7773/len=2318-: " " " — 


NM_144601 


Hs.7773 


NP_653202 
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12237 


0.016031 


EST {602496405F1 NIH lvlGC_75 
clone IMAGE:461 0376 5') 


DG433151 






12238 


0.020126 


hypothetical protein LOC1 1 5286 
(LOC1 1 5286), mRNA /cds=(1 89.740) 
/gb=Ni\1_1 73471 /gi=27735034 
/ug=Hs.379386 /len-1873 


NM_1 73471 


Hs.379386 


NP_775742 


12249 


0:041895 


7q24c01 x1 NCI_CGAP_GC6 cDNA 
Clone |MAGE:3699073 3', mRNA 
sequence /clone=IMAGE:3699073 
/clone_end=3" /gb=BF222857 
/gi=1 1 1 30034 /ug=Hs.331205 /len=503 


BF222857 


Hs.331205 


- 


12262 


o:o3ido2 


EST (IL3-Et01 14-281 000-31 8rC11 
ET0114) 


BF870398 . 




NP_037364 


12264 


0.04638 


Clone IMAGE:39091 04, mRNA 
/gb=BC015719 /gi=l6041698 
/ug=Hs.8852/len=3169 


BC015719 


Hs.8852 




12266 


0,022485 


DC2 protein (DC2), mRNA 
/cds=(60,509) /gb=NM_021227 
/gi=24308270 /ug=Hs,103180 /len=1090 


NM_021227 


Hs.103180 


NP_067050 


12268 


0.027906 


EST (ys15b03.r1 Scares fetal liver . 
spleen IMAGE;21 4829 5 ) 


H74096 






12275 


0.027906 


EST(601885028F1 NlH^MGC_57 xDNA 
clonelMAGE:410'3479 5') 


BF218874 ^ 




NP_dO'3109 


12294 


0.034378 


EST{7e58a12.>(1 

Soares_NSF F8_9W_OT_PA_P_S1 
cDNA Clone IMAGE:3286654 3") 


BE644843 




NP_006845 


12301 


0.027906 


UI-H-EZ1-bbc-h-11-0-Ul.s1 
NCI_CGAP_Ch2 cDNA clone UI-H-EZI- 
bbc-h-11-O-UI 3', mRNA sequence 
/clone=UI-H-EZ1-bbc-h-1 1.-0-UI 
/clone_end=3"7gb=Bp574842 
/gF21478159 /ug=Hs.235026 /len=1065 


BQ574842 - 


Hs.235026 




12309 


,0.020126 


junctional adhesion molecule 3 (JAM3), 
mRNA /cds=(25.1092) /gb=NM_032801 
/gi=21 704285 /ug=Hs.334703 /len=3675 


NM_032801 


Hs.334703 


NP_1 16190 


12327 


0.022485 


Wjr27c02.x1 NCI_CGAP_Pr28 cDKlA . 
Clone IMAGE. 2488898 3 similar to , 
WP:F31E8.2 CE02711 SNT-1: 
SYNAPTOTAGMIN ;, mRNA sequence 
/clone=IMAGE:2488898 /cIone_end=3' 
/gb=AI971263 /gi=5768089 
/ug=Hs. 1 66959 /len^747 


AI971263 


Hs. 166959 
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No 
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No. 


Protein 
Accession 
No. -N 


12339 


0.029136 


collagen, type III, alpha 1 (Ehlers- 
Danips syndrome type IV, autosonaal 
domihaht) (C0L3A1), mRNA 
/cds=(1 18,4518) /gb=NM_000090 
/gi=15149480 /ug=Hs. 119571 /len=5489 


NM_000090 " 


Hs.119571 


NP^000081 


12345 


0.04638 


ESTs, cDNA, 3' end 
/clone=lMAGE:4141713/cione_end=3' 
/gb=BG236123 /gi=12749970 
/ug=Hs. 1 27325 /len=489 


BG236123 


Hs. 127326 


NP_009173 


12370 


0.022485 


mRNA, cDNA DKFZp586N2424 (from 
clone DKFZp586N2424) /gb=AL1 57503 
/gi=7018553 /ug=Hs.27552 /leri^2220 


AL1 57503 


Hs.27552 




12384 


0012669 


FLj31039 fis, clone HSYRA2000221 

/cds=UNKNOWN /gb=AK055601 

/gi=1 6550371 /ug=?Hs,311977 /len=2770 


AK0556d1 


Hs.31i977 




12404 


0,035996 


clone IMAGE:5301545, mRNA 
/gb=BC041 95t /gi=27469737 
/ug=Hs.177781 /len=2155 


BC041951, 


Hs. 177781 




12408 


0.(348742 


cDNA MR1-FN0010-290700-007-g1d " 
FN0010 (=AC09956'2.1| Homo sapiens 
chromosome 1 clone RP11-213P13, 
WORKING DRAFT SEQUENCE, 3 
unordered pieces) 


BE834948 




NP_^803133 


12413 


0.020126 


CDNAFLJ14244 fis, clone 

0VARC1 000802. /gb=AK024306 

/gi=1 0436654 /ug=Hs,397378 /len=1889 


AK024306 


Hs.397378 




12418 


0.048742 


yw19d08.r1 Morton Fetal Cochlea cDNA 
clone IMAGE;252687 5', mRNA 
sequence /clone=IMAGE:252687 
/clone_end=5' /gb=H87947 /gi=1 069526 
/ug=Hs.188912 /len=411 


H87947 


Hs.18891i2 


• 


12438 


0.016598 


AV686223 GKC cDNA clone^ 
GKCGXH11 5", mRNA sequence 
/clone=GKCGXH11 /clone_end=5'- 
/9b=AV686223 /gi=10288086 
/ug=Hs.221642/len=916 


AV686223 


Hs.221642 




12473 


0.042048 


xc09d01.x1 NCI_CGAP_Co21 cDNA 
clone IMAGE:2583745 3' similar to 
contains MER14.t2 MER14 repetitive 
element ;, mRNA sequence 
/clone^lMAGE:2583745 /clone_end=3' 
/gb=AW083503 /gi=6038579 
/ug=Hs.311987/len=510 


AW083503 


Hs.311987 
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12519 


0.04638 


EST(cDNA clone IMAGE:l6377l4 3" 
Similar lo coniains aiu repeuiive 
element;contains L1 .t1 11 repetitive 
element ;) 


AI000800 

2 






12550 


0.025072 


clone IMAGE:5019705, mRNA 
/go— DvvZ izo/ /gi— 1 ozy*fz # # 
/ug— ns. 1040^^4 /len— z iz i 


BC021287 


Hs. 184544 




12555 


0.022485 


ESTs, cDNA. 5' end 

/Clone— iiviMot.^ouzyoy /cione_enci-!-o 

/gD— Dooyouyu /gi— i oyoouzp 

/ug=Hs.12876/len=985 


BG698090 


Hs. 12876 






n no 0/1 Qf; 
U.UZZ4O0 


No significant match 


OtU-IU. INJ0.O4 






12581 


0,048742 


no significant match, 0RF+3(1 08-209) 


SEQ.ID.No.40 






I ZOO/ 


U.U 1 OUO 1 


iNO signiTicani maicn 


QPO in Mn A7 
Otw. lU. N0.4 / 






12644 


0.005206 


EST (RC0-HT0297-301099-01 1-a06 
HT0297) . 


BE151529 






12647 


0.034378 


EST(tm39b03.x1 NCI_CGAP_KidH ' 
Clone iiviAoc.z lou^p i o cpniains l i.po 
L1 repeat) ( 


AI478484 






12668 


0.042048 


hypothetical protein FLJ131 10 
(FLJ13110). mRNA/ccls=(145.750) 
/go— Nivi__uzzyiz /gi^izoy/pop 
/ug=Hs.7358 /len=3856 


NM_p22912 . 


Hs:7358 


NP_075063 


12669 


0.016031 


hypothetical protein FLJ31438 
(FLJ31438), mRNA/ccls=(347,2107) 
/gD— rNivi_ 1 ozoOD /gi— zz / 4ooz4 
/ug=Hs.24423 /len=2266 . 


NMJ 52385 . 


Hs;24423 


NP_689598 


12677 


0:018649 


hypothetical protein MGC12981 
(MGC12981), mRNA/cds=(225,767) 
/gb=NI\/l_032357 /gi=21 362049 
/ug-ns.iU4zUo /ien-iD44 * 


NM_032357 


Hs. 104203 


NP_1 15733 


12687 


0.031002 


wr41b04.x1 NCI_CGAP_Pr28 cDNA 
Clone IMAot.z4yUzzo o , mKNA 

sequence/clone=IMAGE:2490223 

/clone_end=3' /gb=AI97261 8 

/gi-0 /oy444 /ug-ns.o / Uopy /len^zzo 


AI972618 


Hs.370369 




12711 


0.005206 


EST(ne80b06.s1 NCI_CGAP_EW1 
cDNA clone IMAGE:910547) 


AA491607 






1 9719 

IZ / IC. 




CO 1 vXyO lUUZ.A 1 INOI^OVjA* U14 CUINM 

clone IMAGE:2631 843 3'similarto 
contains A|u repetitive element) 








12721 


0.031002 


EST (wg23f05.x1 

Soares_NSF_F8_9W_OT_PA_P_S1 
cDNA clone IMAGE:2365953 3' 


AI740626 
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\A/rl1Qh1i y1 9riar<ac MFI T C^RC 

cDNA clone IMAGE:2328645 3', mRNA 

coniic^nno /nirino— llVfl A^^P•9'^0Rf^A'^- 
/clone_end=3' /gb=AI674745 




He '3t77'57'^ 




12767 


0.025072 


EST (602326911 Ft NIH_MGG_91 ' 
IMAGE:4428291 5") 


BG036175 






12782 


0,025072 


EST (CM3-LT0042-271299-060-C05 
LT0042 cDNA) 


AW837690 






12822 


0:034378 


yu41a04.y5 Scares ovary tumor NbHOT 

CIJINM CIQnc; IIVIMOC^ipDOO^ O Similar TO 

contains Alu repetitive element;, mRNA 
sequence /clone=IMAGE:236334 
/clone_end=5' /gb=AI820819 
/gi=5439898 /ug=Hs.193116 /len=567 


AI820819. 


Hs.193116 




12824 


0.004545 


ubiqultih-conjugating enzyme E2G 1' 
(UBC7 C. elegans) (UBE2G1), mRNA 
/cds=(167,679) /gb=NM_003342 
/gi=21 314607 /ug=Hs.78563 /len=2430 


Nlyi_003342 


Hs.78563 


NP^003333 




n ni7QR 


I'll p p in aib- i on n i ii r-i i ii p p in 

UI-CTCJU-aiK-|-Zy~U-Ul.r 1 UI~C-tIJU 

cDNA clone UI-E-EJO-aik-i-20-O-UI 5', 
mRNA sequence /clone=UI-E-EJO-aik-i- 
4U-U-U! /ciune_ena— p /gp— divi/z/4 lo 
/gi=1 9048746 /ug=Hs. 11 261 9 /len=1 667 


RM797/1'1'5 


ns. 1 nzoi y 






\J.\JOHO 1 O 


rHMA Fl l9'^ft7R fic Hnno PRRh9^9Q 

/gb=AK098742 /gi=21 758849 
/ug=Hs.375841 /len=1877 




ns.o/ OOH I 




12875 


0.038054 


clone FLB3344 PRO0845 mRNA. 

complete cds /gb=AF1 30048 

/gi=1 1493402 /ug=Hs.6390 /len=2171 


AF1 30048 


Hs.6390 




i 9 ft ft 1 

1 zoo 1 


U.U lOUO 1 


ui-E-oi\ i-aop-g-u i-u-ui.si ui-t-urs. i 
cDNA clone UI-E-CK1-abp-g-Q1-0-UI 3', 
mRNA sequence /clone=UI-E-CK1 -abp- 
9-01 -0-UI /clone_end=3' /gb=BM661590 
/gi=1 8965457 /ug=Hs.229338 /len=1447 


DiVlODToyU 






12957 


0 025072 


xiSSGOQ y1 Soarp*; NFI T GRO 91 
cDNA clone IMAGE:2664040 3', mRNA 
sequence /clone=IMAGE:2664040 
/Glone_end=3' /gb=AW1 73284 
/gi=6439232 /ug=Hs.370871 /len=548 


A\A/1 7'^9ft4 







\ 
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No. 


12965 


0 014265 


(J|.H-ED1-axv-n-1'^-n-UI si 

\jt 11 L^LJ I Civvy 11 lo V/ ^i.o 1 

NCI_CGAP_ED1 cDNA clone 
IMAGE:5835468 3', mRNA sequence 
/clone=IMAGE:5835468/clone^ehd=3' 
/gb^BQ009853/gi= 19734754 
/ug=Hs.438790/len=1069 








1 0\J\JO 




D/\ 1 UOO lO OUdlco ioullca INilUH-rirN ULJINM 

clone IMAGp998E03436. mRNA 
sequence 

/clone=IMAGp998E03436_;_IMAGE:22 
0010 /gb=BX108813 /gi=27877460 
/ug=Hs. 1 441 86 /len=668 , 


DA 1 UOO 1 0 


ns. IHH 1 OD 




13040 




1 Jl-F-F l1-aii-H-in-n-ril <;1 lll-F-F 11 

mRNA sequence /clone==UI-E^EJ1-ajHd- 
10-0-UI /clone_end=3' /gb=BM684333 

/ni— 1 PQQ/199Q /iin-Hc 17010 /lon-10'^<^ 
/yi— 1 ouz}H^z.zJ /uy— no. i / y i u /ici i— i uoo 




no. 1 / «7 1 u 




13047 


0.038054 


novel 


SEQ.ID.N6.30 






13069 


o;o3ioo2 


EST{PM1-HT0422-160300T009-a12 
HT0422 Homo sapiens cDNA, MRNA 
sequence) 


BE1 60886 











UI-H-RI1-ah\A/-h-07-n^UI <i1 
MPI Pf^AP '^iih'^ rHMA rinno 

IMAGE:2713572 3', mRNA sequence 
/clone=IMAGE:2713572 /done end=3' 
/gb=AW138111 /gi=6142429 


r\vV 1 OO 1 1 1 


Mc A'^f^Rf^n 
ns.'fODOOU. 




13092 


0.025072 


No significant match, ORF-1 (155-328) 


SEQ.ID.No.81 






13139 


0.027906 


chromosome 1 open reading frame 8 
(CI orfS), mRNA /cds=(251, 1222) 
/gb=NM_004872 /gi=27545320. 

/i in=l-l<i AAPiAQf^ /|pn-1 70Q 


NM_004872 


Hs.416495 


NP_004863 


13170 


0;011228 


nucleolar protein family 6 (RNA- 
associated) (N0L6), transcript variant 
alpha, mRNA /cds={61. 3501) 
/gb=NM_022917 /gi=22212928 

/iin-l-lc 1ft'^9R'^ /\c^n—Af^RA 

/uy— ns. 1 oozo J /len— ^00*+ 


NM^022917 


Hs. 183253 


NP_631981 


13197 


0.032415 


similar to rat nuclear ubiquitous casein 
kinase 2 (NUCKS). mRNA 
/cds=(67.558) /gb=NM_022731 
/ai=12232386 /ua=Hs 1 18064 /len=181 1 


NM^022731 


Hs. 118064 


NP_073568 


13212 


0.026138 


hypothetical protein FLJ20060 
(FLJ20060), mRNA /cds=(72.2078) 
/gb=NM_01 7645 /gi^24431 978 
/ug=Hs.54617/len=2884 


NM_0i7645 


Hs.54617 


NP_060115 
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13237 


0.042048 


KIAA0635 gene product (KIAA0635), 
mRNA /cds=(833,3373) 
/gb=NM 014645 /gi=7662215 
/ug=Hs.185091 /len=5138 


Niyi^0l4645 


Hs.1 85091 ,.. 


NP_055460 


\ OZ / *f 


U.Uo 1 UUZ 


1 Mr / r\iNM poiyrnerasc II, 1 aim dux 
binding protein (JBP)-associated factor, 
55l<Da (TAF7), mRNA /cds=(741, 1790) 
/gb=NI\/l_005642 /gi=14717406 
/ug=Hs.155188/|en=2310 


MK/i nn *^R>i9 


He 1 ftft 
MO. 1 OO 1 pO 


KIP nn'^K'^'^ 

IMr UUODoO 


1 04/ 0 


U.UUO/ DO 


DU lOOUo lOK 1 i\Jln_lvloO^/ £. CUINM 

clorie1MAGE:3915843 3', mRNA 
sequence /clone=ll\/lAGE:391 5843 
/clone_end^3" /gb=BE966810 


DcyoDp 1 u 


nS.OOD Mp 


■. " • - 


13283 


0.02729 


SEC24 related gene fgrnjly, member D 
(S. cerevisiae) (SEC24D). mRNA 
/cds=(201.3299) /gb=NM_014822 
/gi=7662658 /ug=Hs. 1 9822 /len=3988 


NM^014822 


Hs.1 9822 


NP_055637 


13303 


0.012669 


xf50gp3.x1 NCLCGAP;^Gas4;cDNA 
Clone iiyiAoti.ZDZ 1 o similar TO 
contains element MER4 repetitive 
element ;, mRNA sequence 
/Clone— iiviMot.zDz loz^ /cione__ena-^o 
/gb=AW1 30421 /gi=61 32026 
/ug=Hs.329722/len=719 . 


AW1 30421 


Hs.329722 




13317 


0:038054 


Mannosidase, alpha, class 1A, member 
1, cuina. rLjzu^oo lis, Clone. 
ADSE01534 (AK024588.1) 


AK024588 


Hs.25253 


NP_005898 


13335 


0.03"i002 


hypothetical protein FLJ1 21 18 
(FLJ12118). mRNA/cds=(24,1718) 

/rtK— MA/I nO>1KQ7 /rti— ^ IQTI^CQVl 

/gD-Nivi__uz4oo/ /gi— ipo/0Dy4 
/ug=Hs 381043 /len=1 843 


NM_024537' 


Hs.3$1043 


NP_078813 


13336 


0.031002 


EST3881 84 MAGE resequences, 
MAGN cDNA, mRNA sequence 

/nh— A\A/Q7Rn7'^ /ni— ftif^79QQ 

/go— Avvy /DU/ 0 /gi-o iD/zyo 
/ug=Hs.401959/len=698 


AW976075 


Hs,401959 




13341 


0.04638 


leucine aminopeptidase 3 (i-AP3), 
mRNA /cds=(1 87, 1746) 
/gD-Nivi_uiDyu/ /gi— / /UoDo/ 
/ug=Hs. 1 82579 /ien=21 47 


NM_015907 


Hs.1 82579 


NP_056991 


13347 


0.042048 


general transcription factor HB (GTF2B), 
mRNA /cds={39,989) /gb=NM__001514 

/ni=i '^^'^'^'^ftA /nn— He 9'=ift'^Ri /l*an-19RR 


'NM_001514 


Hs.258561 


NP_001505 


13348 


0.01798 


hypothetical protein FLJ14153 
(FLJ14153), mRNA/cds=(31,1428) 
/gb^NM_022736 /gi=12232392 
/ug=Hsr7503 /len=21 61 - 


NIVI_022736 


HS:7503 


NP_073573 
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13354 


0.016031 


catenin, beta like 1 {GTNNBL1). mRNA 
/cds=(95, 1 786) /gb=NM_030877 


NM_030877 


Hs. 178576 


NP^I 10517 


13355 


0.042048 


mRNA; cDNA DKFZp31 3E1 81 5 (from 
clone DKFZp313E1815) /gb=AL833098 
/gi=21733689 /ug=Hs.125031 /len=1937 


AL833098 


Hs. 125031 




13366 


0.014265 


hypothetical protein DKFZp434ll916 

(DKFZp434l1916), mRNA 
/Cds=(1 44.563) /gb=NIVI^032245 

/ni=1A1^QQ'^Q /iin=l-lc '^'iAf^d.i /len=Anh 

'■ ' - . ■. 


NM_032245 


Hs.334641 


NP_1 15621 


13376 


0.025072 


hypothetical protein FLJ20276 
(FLJ26276), mRNA /cds=(1 34,3388) 
/gb=NM_0i7738 /gi=8923250 


Nl\/1^017738 


Hs.270502 


NP_060208 


13379 


0.031002 

> 


patched related protein translocated In 
renal cancer {TRC8), mRNA 
/cds=(21 5,2209) /gb=NM_00721 8 

/ni=91'^14fi'^'^ /iin=H«: OROR'^ /lpn=94R1 
/yi""^ lo i*Tt/»jo /uy'rio.^o^Ov^ /itsii ^*tO i 


NM_007218 


HS.282g5 


NP_009149 


13391 


0.038054 


chondroitin sulfate GalNAcT-2 
(GALNACT-2), mRNA /cds=(336, 1964) 

/nh=MM niRf^QD /ni=9/l49Q'^Q1 

/ug=Hs. 1 80758 /len=3745 


NM^018590 


Hs. 180758 


NP_061060 


13441 


0.025072 


hypothetical protein FLJ 10769 
(FLJ10769), mRNA /cds=( 15, 1187) 

/ug=Hs.8083 /len=2659 


NM_OT8210 


Hs.8083 


NP_060680 


13477 


0:032415 


cytoplasmic FMR1 interacting protein 1 

T Flp 1 ), lllrxIN/A /UUb— ^v)0,00 1*+^ 

/gb=N"M_014608 /gi=24307968 
/ug=Hs.77257 /len=4394 


NM_d146p$ 


Hs.77257 


NP_055423 


1 0*T / O 




P<;T^V(HQ9an/l v1' 
CO 1 yAUij^aUH .A 1 

Soares_NFL_T_GBC_S1 clone 
IMAGE;2605038 3') ' 


MVV 1 1 / HOH 




NiP m'^'iQO 


13483 


0.031002 


EST(oy85h03.x1 

Soares_fetal_liver_spleen_1NFLS_S1 
clone IMAGE:1672661 3") 


AI038280 






13485 


0,01798 


UI-H-FE1:bdt-o-02^0-Ul.s1 
NCI CGAP FE1 cDNA clone UI-H-FEI- 
bdt-o-02-0-U| 3", mRNA sequence 
/clone=UI-H-FE1 -bdt-o-02-O-UI 
/clone end=3' /gb=BU630228 
/gi=23296993 /ug=Hs.402266 /|en-703 


BU630228 


Hs.402266 





Spot 


p-valu 


D scription 


Gene 
No. 


Unigene 

i« Cod 1 1 1 

No. 


Protein 

Mir OVSOO 1 1 1 

No. 


13486 


0.04638 


catenin (cadherin-associated protein), 
alpha-like 1 (CTNNAL1), mRNA 
/cds=(44 2248V/ab=NM 003798 

fWUO . \~~j^^~\JI / M 1^ I'll*! 1 

/gi=45031 28 /ug=Hs.58488 /len=2446 


NM_003798 


Hs,58488 


NP_003789 


13491 


0.04638 


hypothetical protein MGC33602 
(MGC33602), mRNA /cds=(1 40,748) 
/db=NM 152391 /ai=22748836 
/ug=Hs.274415/len=1790 


NM J 52391 


Hs.274415 


NP_689604 


13514 


0 027906 


rbNA FLJ39478 fis clone 
PROST2013605. /gb=AK096797 
/gi=21756367 /ug=Hs.372680 /len=2507 


AK096797 


H"? 372680 




13516 


0.025072 


EST(qo47f09.x1 NCI_CGAP_Lu5 clone 
IMAGE:19116893') 


AI268689 










iji-H-nin-flii\M-n-i9-n-Hi <5i 
NCI_CGAP_DiO cDNA clone 
IIVIAGE:5875427 3', mRNA sequence 
/clone=IMAGE:5875427/clone_end=3' 
/gb=BM997944/gi= 19722845 
/ua=Hs 444026 /len=753 


RMQ97Q44 






13545 


P.044f38 


yg03b02.si Sbares infant brain 1 NIB 
cDNA clone IMAGE:30959 3'. mRNA 
sequence /clone=IMAGE:30.959 
/clone end=3* /ab=R42618 /ai=817379 
/ug=Hs.12700/len=441 


R42618 


Hs. 12700 




13550 


0.038054 


cDNA FLJ39435 fis, clone. 
PROST2004727. /gb=AK096754 
/gi=21756318-/ug=Hs.376116/len=2450 


AK096754 


Hs.376116 


i 


13558 


0.022485 


DKFZP564O0823 protein 
rnKF7P'ifi40n8?'^^ mRNA 
/cds=(171,905) /gb=NM_015393 
/gi=7661631 /ug=Hs. 1 05460 /len=21 55 


NM_015393 


HS.10546P 


NP_056208 


13560 


0.031002 


EST (tz36f03.x1 NCI_CGAP_Ut2 cDNA 
clone IMAGE:2290685 3') 


AI783534 










NIH__MGCJ 16 cDNA clone 
IMAGE:5761286 5', mRNA sequence 
/rlnnp=IMAnF 'S761286 /clone end=5* 
/gb=BM924828 /gi=19375207 
/ug=Hs.181174/len=1422 


BM924828 


Hs 181174 




13569 


0,031002 


EST (tu41c10.x1 NCI_CGAP_Pr28 
cDNA clone IMAGE:2253618 3' similar 
to contains Alu repetitive element;) 


AI686385 






13582 


001798 


mRNA; cDNA PKFZp586M1819 (from 
clone DKFZp586M1819) /cds=(1,795) 
/gb=AL834255 /gi=21 739805 
/ua=Hs;355753 /len=1723 


AL834255 


Hs.355753 


NP^848934 
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13598 


0.026072 


PP373lmRNA sequence 

/cds=(1443,1751) /gb=AF258562 

/gi=1 08346697ug=Hs.-352231 /len=1 946 


AF258562 ' 


Hs.352231 




13600 


0.04638 


Cdc42 guanine nucleotide exchange 
factor (GEF) 9 (ARHGEF9), mRNA 
/cds={802,2352) /gb=NM_01 51 85 
/gi=7662107 /ug=Hs.54697 /len=5413 


NM_015185 


Hs.54697 


NP_056000 


13612 


0.04638 


po|y{rC) binding protein 2 {PCBP2), 
transcript variant 1, mRNA 
/cds=(89,1189) /gb=NI\/l_005016 
/gi-14141 167 /ug=Hs.63525 /len=1362 


NM_005016 


Hs.63525 

i' 


NP J 14366 


13618 


0.027906 


B-ceirCLUIymphoma 10 (BCLIO), 
mRNA /cds=(706,.1 407) 
/gb=NM_003921 /gi=2033647G 
/ug=Hs.193516 /len=2809 


NM_003921 


Hs. 1935 16 


NP_003912 


1'3634 


0.009931 


non-SMC (structural maihteiiance of 
cliro'mosomes) element 1 protein 
(NSE1 ), mRNA /cds={24,794) 
/gb=NM_145080 /gi=21489972 

/ug=Hs.284295 /len=992 


NMJ45080 


Hs.284295 


NP_659547 


13646 


0,011228 


FLJ13090 fis, clone NT2RP3002142 
/cds=UNKNOWN /gb=AK023152 
/gi=10434945 /ug=Hs.287955 /len=2182 


AK023152 


Hs;287955 




13659 


0.027906 


hypothetical protein (HSPG016), hiRNA 
/cds=(39,233) /gb=NM_01 5933 
/gi=7705430 /ug=Hs.397853 /len?=384 


NM_d15933 


Hs.397853 


NP_057017 


13662 


0.008765 


hypothetical protein FLjl4936 
(FU14936), mRNA /cds=(187,1 125) 
/gb=NM_032864 /gi=24762235 
/ug=Hs.5301 /len^2613 


NM_032864 


Hs.5301 


NPJ 16253 


13665 


0.004545 


ubiquitin-conjugating enzyme E2 variant 
2 (UBE2V2), mRNA /cds=(22,459) 
/gb=NM_003350 /gi=1 2025664 
/ug-Hs. 79300 /len=1 535 


NM_003350 


HS.79300 


NP_003341 


13680 


0.009931 


transforming, acidic coiled'Coil 
containing protein 2 (TACC2), mRNA 
/cds=(87,3167) /gb=NM_006997 
/gi=11119413 /ug=Hs.272023 /len=3686 


Nl\/I_006997 


Hs.272023 


NP_008928 


13690 


0.044138 


mRNA; cDNA DKFZp566Gl424 (from 
clone DKFZp566G1424) /gb=AL1 22043 
/gi=6093233/ug=Hs.19221 /len=4410 , 


AL1 22043 


Hs. 19221 
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13691 


0.006784 


P0P4 (processing of precursor , S. 
cerevisiae) (POP4), mRNA . 
/cds=(26,688) /gb=NM_006627 
/gi-5729985 /ug=Hs.421667 /len=1 133 


NM_006627 


Hs.421667 


NP_006618 


13700 


0.014265 


DJ467N11.1 protein, FLJ13127fis, 
clone NT2RP3002911 /cds=UNKNOWN 
/gb=AK0231 89 /gi=1 0435003 
/ua=Hs 143917 /len=3073 


AK023i89 


Hs 143917 


NP_071374 


13709 


0.04638 


hypothetical protein MGC2560 
(MGC2560), mRNA/cds=(195.551) 
/ab=NM 031452 /ai=1 3899288 
/ug=Hs.80624 /ien=1229 


NM_031452 


Hs.80624 


NPJ 13640 


13718 


0.029136 


hypothetical protein M(3C5370 
(MGC5370), mRNA /cds=(1 89,269) 
/gb=NM_032739 /gi=14249363 
/ug=Hs. 332938 /len=974 


NM_032739 


Hs.332938 


NPJ16128 


1 3722 


0 0441 38 


cDNA FLJ 13032 fis clone 
NT2RP3001120, moderately similar to 
ZINC FINGER PROTEIN 136. 
/cds=(120,173p) /gb=AK023p94 
/gi=1 0434855 /ug=Hs. 1 1 0956 /len=231 6 


AK023094 


Hs 110956 




13731 


0.025072 


diacylglycerol 0-acyltransferase 
homolog 2 (mouse) (PGAT2), mRNA 
/cds=(777.1670) /gb=NM_032564 
/gi=14211870 /ug=Hs.334306 /len=2713 


NM_032564 


Hs.334305 


NP_115953 


13761 


0016031 


oDtic atroohv 1 (autosomal dominants 
(0PA1), nuclear gene encoding 
mitochondrial protein, transcript variant 
8, mRNA/cds=(56,3103) 
/gb=NM_1 30837 /gi=1 8860844 
/ua=Hs 147946 /len=6029 


NM_1 30837 


Hs 147946 


NP_570850, 


13782 


0.014265 


citrate synthase (CS), nuclear gene 
encoding mitochondrial protein, mRNA 
/cds=(1 1401) /ab=NM 004077 
/gi=4758075 /ug=Hs.239760 /len=1401 


NM^004077 


Hs.239760 


NP_004068 


13783 


0.027906 


centrin, EF-hand protein, 2 (CETN2), 
mRNA /cds=(48,566) /gb=NM_004344 
/gi=4757901 /ug=Hs.82794 /len=1087 


NM_004344 


Hs.82794 


NP_004335 


13803 


0.038054 


Rho-related BTB domain containing 3 
(RH0BTB3), mRNA/cds=(336.2171) 
/gb=NM_014899 /gi=7662355 
/ug=Hs.10432/len=4099 


NM_Q14899 


Hs. 10432 


NP_055714 
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13810 


0,031002 


hypothetical protein FLJ 11577 
(FLJ1 1577), mRNA /cds=(277.1 182) 
/gb=NM_025159 /gi= 13376758 ' 
/ug=Hs.289065/len=1808 


NM^d2515g 


Hs.289065 


NP_d79435 


13811 


0.042048 


hypothetical protein FLJ2036C) 
{FLJ20360), mRNA/cds=(80,2;305) : 
/gb=NM_017782 /gi=8923334 
/ug=Hs.26434 /len=3041 


NM_017782 


Hs.26434 


NP^060252 


13827 


0.042048 


proteasome (prosome, miacropain) 26S 
subunit, ATPase, 1 (PSMC1), mRNA 
/cds=(49,1 371) /gb-NM_p02802 
/gi=24430150 /ug=Hs.4746 /len=1586- 


NM_d02802 


Hs.4745 


NP_002793 


13860 


0.04638 


hypothetical protein DKFZp564Fpi3 
(DKFZP564F013), mRNA 

/ccls=(107.2194) /gbFNM_020432 
/gi=24308192 /ug=Hs.128653 /len=4572 


NM_020432 


Hs. 128653 


NP^065165 

i 


1 3878 


0.034378 


EST(yr18g03.r1 cDNA clone 205684 5 ) 


H63p06 






13914 


0.022485 


hypothetical protein FLJ 1 1193 
(FLJ1 1193), mRNA /cds=(1 15,1443) . 
/gb=NM_01 8356 /gi=8922930 
/ug=Hs.151046 /len=2719 , 


NM_0 18356 


HS.-151046 


NP_060826 


13932 


0.038054 


EST(zr99b03.r1 NCI_CGAP_,GCB,1 
clone IMAGE:683789 5") 


AA236732 




NP_690869 


13939 


0.022485 


EST(ys82e11.r1 clone 221324 5T 


H92037 




NP 803133 


13953 


0.04638 


hypothetical protein FLJ20287 
(FLJ20287), mRNA/ccls=(132,2921) 
/gb=NM_017746 /gi=8923268 
/ug=Hs.26369 /len=3043 


NM_017746 


Hs.26369 


NR_060216 


13954 


0.020126 


EST nw48e08.s1 NCLCGAP Ewl 
IMAGE:1249862 ; 


AA730589 






13984 


0.042048 


to90d01.x1 NCLCGAP_Gas4 cDNA 
clone IMAGE:2185537 3' similar to 
contains Ll.tl LI repetitive element ;, 
mRNA sequence , ' 
/clone=IMAGE;2 185537 /clone_end=3' 
/gb=AI801509 /gi=5366981 
/ug=ns.436925 /len=446 


AI801509 


Hs.436925 




14015 


0.022485 


EST(AV71 3804 DCB cDNA done 
DCBAXA05 5') 


AV7 13804 




NP_004853 


14018 


0.009931 


EST • 

(Soares_senescent_fibroblasts_NbHSF 
done IMAGE: 1682209 3') 


AI086864 




NPj.002517 
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14021 


0.034378 

- 


UI-E-EJ0-ahg-j-09-0--Ul.r1 UI-E-EJO 
cDNA clone Ul-E-EJO-ahg-j-09-O.UI 5\ 
itiRNA sequenefe /clone=Uj-ErEJO-ahg-jT 
09-0-UI /clone_end=5' /gb=BM712784 
/gi=19026042 /ug=Hs.278378 /len=1255 


BM712784' 


Hs.278378 




14023 


0.04638 


cDNA sequence FLJ 12285 fis, clone 
MAMMA1001764 


AK022347 






14056 


0.04638 


mRNA for KIAA1 748 protein, partial cds. 
/cds=(1 120,3396) /gb=AB051 535 
/gi=1 2698040 /ug=Hs.27239 /len=4545 


ABP51535 


Hs.27239 




14057 


0,027906 


cDNA FU90553 fis, clone 
0VARC1 000853. /cds=(1 16,748) . 
/gb=AK075034 /gi=22760867 
/ug=Hs.406158/len=1673 


AK075034 


Hs.406158 


■ ' - . 


14060 


0.004545 


beta-amyloid binding protein precursor 
(BBP),- mRNA./Gds==(304,927) 
/gb=NM_032027 /gi=17738309 
/ug=Hs.333641 yien=1250 


NM_032027 

• "• . ■ 


Hs.333541 


NPJ 14416 


14066 


0,016031 


cDNA sequence FLJ 13663 fis, clone 
PLACE1011646, highly similar to 
H. sapiens clone 


AK023725 




NP_d038l7 


14067 


0,034378 


EST(zh68h11.r1 

Soares_fetaiJiVer_spieen_1 NFLS_S1 
clone IMAGE:41 7285 5') 


W87789 ^ 






.14085 


0.034378 


EST {np87t03.s1 NCI_C(3AP_Thyi 
IMAGE:1 133309) 


AA632677 






14087 


0.042048 


EST ab74g12.s1 Stratagene fetal retina 
937202 H.sapiens cDNA clone 
IMAGE:852742 3' 


AA668159 




NP_054767 


14097 


0.04638 


M RO-HT0559-290500-027-d 1 0 HT0559 
cDNA, mRNA sequence /gb=BE708268 
/gi=1 0096533 /ug=Hs:2q9224 /len=619 


BE708268 


HS.2Q9224 




14100 


0.00772 


7n87ei1.x1 NCLCGAP^OvIS cDNA 

clone IMAGE:3571677 3', mRNA 

sequence /clone=IMAGE:3571677 

/elone_end=37gb=BF195714 

/gi=1 1082893 /ug=Hs.43942.6 /len=458 


BF1 95714 


Hs.439426 




14109 


0.013065 


Wq35e02.x1 NCI_CGAP_GC6 cDNA 
clone IMAGE:2473274 3', mRNA 
sequence /clone=IMAGE:2473274 
/clone^enci=3 /gb-AI 950442 
/gi=5742752 /ug=Hs. 176956 /len=496 


AI950442 . 

' ■ 


Hs 176956 




14134 


0.038054 


EST (602302386F1 NIH_MGC_87 
eDNA clone IMAGE:4403877 5') . 


BG034307 




NP^001943 


14144 


0.006784 


EST (AU143964 HEMBA1 cDNA clone 
HEMBA1000519-3') 


AU143064 




NP_057535 
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14168 


0,020126 


7j81h05.x1 

Soares_NSF_F8_9W_OT_PA_P_S1 
gDNA clone IMAGE:3392889 3", mRNA 
sequence /clone-IMAGE:3392889 
/done_end=3' /gb=BF055560 
/gi= 10809456 /ug=Hs.298968 /len=506 


BF055560 


Hs.298968 




14173 


0:044138 


Wilms' tumour 1 -associating protein 
(WTAP), transcript variant 1, mRNA 
/ccls=(223,1413) /gb-NM_004906 
/gi=23199972 /ug=Hs.119 /len=2143 


NM_004906 


Hs.119 


NP_690597 


14174 


0.034378 


mitochondrion, complete genonne 


NC 001807 






14178 


0.042048 


EST(cDNA PM4-.EN0063-051 1 00-003- 
g09EN0063) 


BF848451 






14200 


0.011228 


EST(wf59e08.x1 

Scares NFL_T_GBC_S1 cDNA clone : 
IMAGE:2359910 3') 


Al80989g 






14201 


0.011904 


EST(te67a08.x1 

Soares_NFL_T_GBC_S1 cDNA clone 
IMAGE:2091734 3') . 


A1377927" 






14209 


0.025072 


BXl09160'Soares_NhHMPu_Sl cDNA 
clone IMAGp998H024744, mRNA 
sequence ' ■' 

/clone=IMAGp998H024744_;_IMAGE: 1 
933489 /gb=BX109160 /gi=27877586 
/ug=Hs.308982 /len=483 


BX109160 : , 


Hs:308982 




14235 


0.025072 


hypothetical protein MGC45400 • 

(MGC45400), mRNA /cds=(245i598) 
/gb=NM_1 53333 7gi=23503246 
/ug=Hs.389734/len=1290 


NMH 53333 


Hs.389734 


NP_699164^ 


14243 


0.022485 


cDNA FLJ36574 fis, clone 
TRACH2012376. /gbMK093893 
/gi=21752845 /ug=Hs.356595 /len=1952 


AK093893 


Hs.356595 




14250 


0.027906 


ferritin; light polypeptide (FTL), mRNA 
/cds=(189,716) /gb=NM_000146 
/gi=20149497 /ug=Hs.430150 /len=878 


NM_000146 


Hs.430150 


NP_000137 


14272 


0.04638 


nuclear protein double minute 1 
(MDM1 ), mRNA /cds={93,2237) 
/gb=NM_017440 /gi=24586654 
/ug=Hs. 12871 /len=2942 


NM_01744Q 


Hs.12871 


NP_064513 


14279 


0.01798 


AL535026 LTI_FL013_FBrn1 cDNA 
clone CSOPF007YJ21 3 prime, mRNA 
sequence /clone=C^6DF007YJ21 
/clone end=3' /gb=AL535026 
/gi=12798519 /ug=Hs.268474 /len=921 


AL535026 


Hs.268474 
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14284 


0.027906 


hypothetical protein FLJ23751 
(FLJ23751), mRNA/cds=(121,1563) 

/ab=NIM 1 5??8? /ai=22748648 

/ug=Hs.37443 /len=2994 


NM_1 52282 


Hs, 37443 


NP_689495 


14288 


0.034378 


small aciciic protein (SMAP), nriRNA 
/cds=(1 37,688) /gb=NM_014267 
/gi=20070245 /ug;=Hs.7805O /len=1504 


NM_014267 


HSJ8050 


NP_055d82 


14380 


0.042048 


NADH dehydrogenase (ubiquinone) 1 
beta subcomplex, 1, 7kDa (NDUFB1), 
mRNA /cds^{34,210) /gb=NM_004545 
/gi=27597086 /ug=Hs.183435 /len=290 


NM_004545 


Hs. 183435 


NP_^004536 


14382 


0.038054 


mRNA; cDNA DKFZp434P1018 (from 
clone DKFZp434P1018); partial cds 
/cds=UNKNOWN /gb=AL1 37527 
/ai=6808195 /ua=Hs 289038 /len=3327 


AL 137527 


Hs.289038 


NP_116162 


14409 


0.04638 


ESTs, cDNA, 3' end 
/clone=IMAGE:384992 /clone_end=3' 
/gb^AA7091 33 /gi=2719051 
/ug=Hs.180144/len=428 


AA709133 


Hs.180144 




14425 


0.00772 


wc34a07.x1 NCI_CGAP_Pr28 cDNA 
clone IMAGE-2317G4i 3' simllar to 

contains element MSR1 repetitive 
pipmpnt * mRNA ^poupnnp 

/clone=IMAGE:231 7044 /cl6ne_end=3' 
/gb=AI745524 /gi=51 13812 
/ug=Hs.205153/len=398 


AI745524 


Hs.205153 




14487 


0.038054 


Cloning vector pAS2, complete 

seauence 


U30496 






14520 


0 01798 


cDNA FLJ90504 fis clone 
NT2RP3004090, weakly similar to . 
GOLIATH PROTEIN. /cds=(103,1305) 
/gb=AK074985 /gi=22760786 
/iia=Hs 171802 /len=2452 


AK074985 


Hs 171802 


NP 775918 


14522 


0.025072 


EST(Soares fetal liver spleen . 


N72700 






14529 


0.04638 


hypothetieal protein FLJ23033 
(FLJ23033), mRNA /cds=(1 08, 1826) 
/ab=NM 024686 /ai= 13375957 
/ug=Hs.96423/len=2115 


NM_024686 


Hs.96423 


NP_^078962 


14553 


0.025072 


hypothetical protein H41 (H41), mRNA 
/cds=(324,1 100) /gb=NM_017548 
/gi=24475997 /ug=Hs.283690 /len=3346 


NM_017548 


Hs.283690 


NP_060018 


14559 


0.004596 


EST hb88d08.x1 NCj_CGAP_Ut2 cDNA 
clone IMAGE:2890287 3" . 


AW439829 




NP_620128 
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14560 


0.016031 


TRAM-like protein (KIAA0057), mRNA 
/cds=(76,1 188) /gb=NM_012288 
/gi=6912449 /ug=Hs. 153954 /len=6974 


NM_0 12288 


Hs, 153954 


NP_036420 


14571 


0.020912 


EST{xx31a10.x1 NCl_CGAP_Ut1 clone 
IMAGE:2839098 3') 


AW571469 




NP_055260 


14596 


0.038054 


AGENCOU RT_881 9408 N 1 H_MGC_1 8 
cDNA clone IMAGE.6422878 5', mRNA 
sequence /clone=IMA(3E:6422878 
/c!one_end=5' /gb=BQ941317 
/gi=22356795 /ug==Hs.443078 /len=929 


BQ941317 


Hs.443078 




14618 


0.005206 


EST (Ul-H-BI2-agh-g-08-0-Ul.s1 
NGI CGAP Sub4 cDNA clone 
IMAGIE:2724303 3') ' 


AW291353 




NP_061049 


14623 


0042048 


hypothetical proteiri FLJ35779 
(FU35779), mRNA /cds=(42, 1694) 
/gb=;NM^1 52408 /gi=22748864 
/ug=Hs.432726/len=1698 


NM_1 52408 


Hs.432726 


NP_689621 


14631 


0.027906 


EST(12h2 retina cDNA randomly primed 
sublibrary) 


W26795 






14642 


0.038054 


aa51hl0.s1 NCi_CGAP_GCB1 cDNA 
clone IMAGE;82451 5 3 similar to 
contains MER30.b1 MER30 repetitive 
element mRNA sequence 
/clone=IMAGE:824515 /clone_end=3' 
/gb=AA490540 /gi=2219713 
/ug=Hs.336686 /len=378 


AA490540 


Hs:336686 




14650 


0 04638 


clone IMAGE:41 39786, mRNA. partial 
cds /cds=(1 ,625) /gb=BC007901 
/gi=1404392t /ug=Hs.433279 /len=1493 


BC007901 


Hs.433279 




14677 


0.044138 


cDNA, 5' end7clone=IMAGE: 158873 
/clone_end=5 /gb=R75776 /gi=850458 
/ug=Hs. 302485 /len=522 


R75776 


Hs.302485 


NP_004356 


14686 


'O.O12660 


chromosome 20 open reading frame 52 
(C20orf52), mRNA /cds=( 164,403) 
/gb=NM_080748 /gi= 181 52784 
/ug=Hs.401703/ien=602 


NM_080748 


Hs.401703 


NP_542786 


14690 


0.04638 


cDNA FLJ35033 fis, clone 
OCBBF2016590, weakly similar to 
CELL SURFACE ANTIGEN 1 14/A10 
PRECURSOR. /cds={407,934) 
/gb=AK092352 /gi=21 750925 
/ug=ns. 1 5o1 1 3 /len=2oo4 


AK092352 


Ms. 1561 13 
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I'r / / / 


h n'^ftn'^4 


cDNAclone UI-E-EJO-ahn-c-06-O-UI 3', 
mRNA sequence /Glone=UI-E-EJO-ahhT 
C-06-0-UI /clone encl=3' /gb=BM674956 
/gi=18984854 /ug=Hs.131705 /len=1017 


R!\yifi74q'Sfi 


H<i 131 705 




1477Q 


U.U luUO 1 


NCLCGAP3ub4 cDNA clone 
IMAGE:2727166 3', mRNA sequence 
/clone=IMAGE:2727166 /clone_end=3' 

/nh=:A\A/9Q4*^'^ft /ni=R7ni1Q4 

/y MV wZ.3HC)00 /y I— D / V 1 1 s/H 

/ug=Hs.437134/Ien=888 > 








14799 


0.04638 


DKFZp586J021 (fronn clone 
DKFZp586J021) /cds=UNKNOWN 
/nh=AI 1101 Q7/ni=SR1 711 

/ug=Hs.64417len=1896 


AL110197 


H9-6441 


NP;;.003246 


14804 


0.014741 


splicing factor, arginine/sepine-rlch 12 
(SFRS12), mRNA /cds-(342.1868) 
/gb=NM_1 39168 /gi=21 040254 
/ug=Hs.381165/len=3811 


NM:^1 39168 


Hs.381165 


NP_631907 






ijf\r *-}jHOH\^\j^iC ^9 1 *Tp*T ^oyiiuiiyiii. 

htes3) cDNA clone PKFZp434C022 3', 

/clone=DKFZp434C022 /clone_end=3' 
/ab=AL044366 /ai=5432588 
/ug=Hs.165805/len=668. . 




no. lOOOvy 




14934 


0.026138 


No significant match 
(ORF:+1:i'-102[102]) 


SEQ.ID.No.59 






14941 


0.01798 


brain cDNA clone:QmpA-1 0474, full 
insert sequence 


AB062971 







2928 



1 ' TABLE 30 1 


Genes Corr spondihg to Diff rentially Expressed Genes in Figure 22 - Osteoarthritis . 


Spot 


p-yalue 


Descriptiph < - 


Accession 


Unigene 


Protein 

Accession 

No. 


8 ■ 


0.000153 


calreticulin (CALR), mRNA 
/cels=(69,1322)/gb=NM 004343 
/gi=5921996 /ug=Hs.353170 /Ien=l899 


NM_0P4343 


Hs,3;53170_ 


NP_004334 


21 


0.000298 


telpmeric repeat binding factor (NlMA- 
interacting) 1 (TERF1), transcript variant 
1 , mRNA /ccls^=(i6,1335) /gb-NM_017489 
/gi=9257245 /ug-Hs. 1 94562 /len=2686 


NM_017489 


Hs. 194562 . 


NP_059523 


91 .' 


,0.001,116 


XPA binding protein 1 ; putative ATP(GTP)- 
binding protein (NTPBP), mRNA 
/cds=(25,1 149) /gb==NIV!_007266 
/gi=14149628 /ug=Hs. 18259 /len=1829 


NM_007266 


Hs.18259 


NP^009197 


.146 


0:001393 


similar to hypothetical protein (L1 H 3 
region) - human (LOC201853), mRNA 
/cds=(500,820) /gb=NMJ45302 
/gi=21699085 /ug=Hs.343206 /ien=851 


NM^145302 


Hs.343206 


NP_660345i 


176 


0.000508 


nuclear autoantigenic sperm protein 
(hiistorie-binding) (NASP), transcript 
variant 1, mRNA/cds=(170,2542) 
/gb=NM_1 72164 /gi=27262633 
/ug=Hs.380400 /len=3396 . 


NMJ72164 


Hs.380400 


NP_751896 


192 


O.p00809 


mRNA for KIAA0570 protein, partial cds. 
/eds={480,10718) /gb^AB011142 
/gi=20521084 /ug=Hs! 180948 /len-11269 


AB011142 


Hs.i 80948 


BAA25496.2 


195 


0.000346 


X-ray repair complementing defective 
repair in Chinese hamster cells 5 (double- 
strand-break rejoining; Ku autoantigen, 
80kDa) (XRCC5), mRNA /Cds-(34,2232) 
/gb=NM_021141 /gi=12408650 
/uq=Hs.84981 /leh=3310 


NM_p21141 


Hs.84981 


NP_066964 


301 . 


0.000333 


chaperonin containing TCP1, subunit4 
(delta) (CCT4), mRNA/cds=(1,1620) 
/gb=NM_006430 /gi=5453604 
/ug=Hs.79150/len=1883 


NM_006430 • 


Hs.79150 


NP_006421 


328 


0.001746 


EST(yj40f11.r1 clone 151245 5') 


H02533 




NP 705833 


331 


0000492 


dlhydropyrimidinaserlike 2 (DPYSL2), ' 
mRNA /cds=(275,1993) /gb=NM_001386 
/gi=1 9923654 /ug=Hs. 173381 /len-4459 


NM_001386 


Hs. 173381 


NP_0dl377 


333" 


8.88E-06 


chaperonin containing tCPI, subunit 8 
(theta) (CCT8), mRNA /cds=(29, 1675) 
/gb5=NM_006585 /gi=6005726 
/ug=Hs.15071 /len=1821 


NM_006585 


Hs. 15071 . 


NP_006576 


361 


0.001546 


THO complex 1 (THOCI), mRNA 
/cds=(1 5, 1 988) /gb=NM_0051 31 
/gi=4826881 /ug=Hs.1540 /len=2092 


NM_005131 


Hs.i 540 


NP_005122 



2929 



Snot ' 




DescriDtion 


Accession 


Unioene 


Protein > 
Accession 
No. 


405 


0.001541 


ATPase, Ca transporting, plasma 
membrane 1 (ATP2B1), mRNA 
/ccls=(1 82.3844) /gb=NM_001 682 ' 
/gi=4502286 /ug=Hs.78546 /len=4398 


NM_001682 


Hs.78546 


NP_^0d1673 


425 


7,47E-05 


myeloid cell nuclear differentiation antigen 
(MNDA), mRNA /cds=(201, 1424) 
/gb=NM_002432 /gi=4505226 
/ug=Hs.153837/len=1670 


NM_002432 


Hs. 153837 


NP_002423 


459 


0.000298 


X-ray repair complementing defective 
repair in Chinese hamster cells 4 , 
(XRCC4), transcript variant 3, mRNA 
/cds=(176,1180) /gb=NM_022550 ■ 
/gi=12408648/ug=Hs.150930 /len=1707 


NM_022550 


Hs. 150930 


NP_072044. 


; 465 


0.000636 


hypotheticial protein, estradiolrinduced 
(E2IG5) mRNA /cds=(71 643) - 
/gb=NM_014367/gi=?21361426 
/ug=Hs.5243/len=1215 


NM_014367 


Hs.5243 


NP_055,182 


525 


0.000356 


KDEL (Lys-Asp-Glu-Leu) containing 1 
fKDELCI) mRNA /cds=(338 1846) 
/gb=NM_024089 /gi=1 3129085 
/ag=Hs.44970 /len=2082 . • 


NM_024089 


Hs.44970 


NP_076994 


700 


8.5E-06 


major histocompatibility complex, class II, 
PR alpha (HLA-DRA), mRNA 
/cds=(65,829) /gb=NM_01911T 
/gi=18641378 /u5=Hs.409805/len=1237 


NM_019111 


Hs.4098p5 

-o ■ ■ ' 


NP^06198i4 


731 


5,82E-05 


mitochondrial ribospmai protein S21 
(MRPS21), transcript variant 2, nuclear 
gene encoding mitochondrial protein, 
mRNA /cds=(51 9,782) /gb=NM_018997 ' 
/gi=16950592 /ug=Hs.81281 /len=939 


NMJ18997 


Hs,8i281 


NPJ 14107 


793 


0^^000356 


glyoxalase 1 (GL01), mRNA 
/cds=(88.642)/gb=NM_006708 ' 
/gir5729841 /ug=Hs.75207 /len=1993 


NIVI_006708 


Hs.75207 


NP;;,006699 ' 


796 


0.000948 


poly(rC) binding protein 2 (PCBP2), 
transcript variant 1, mRNA /cds=(89,1189) 
/gb=NM_005016 /gi=14141167 
/ug=Hs.63525/len=1362 


NM^005016 


Hs.63525 / 

'■■ 


NPJ 14366 


852 


0.001638 


mannosidase, beta A, lysosomal 
^MANBA) aene and ubiauitin-coniuaatina 
enzyme E2D 3 (UBE2D3) geneSi 
complete cds 


AF2246i69 




AAF35233.1 


919 


0.000117 


putative protein tyrosine phosphatase 
(PTEN) mRNA, complete cds 
/cds=(1J212) /gb=U93051 /gi=1916351 
/ug=Hs.356062/len=1212 


U93051 


Hs.356062 


NP_000305 


1039 


5.44E-P7 


cDNAFLJ13779fis, clone 
PI_ACE4000445, highly similar to mRNA; 
cDNA DKFZp434C212 (from clone 
DKFZp434C212). /gb=AK023841 
/gi=1 0435900 /ug"=fls:i 72069 /len=4959- 


AK023841 


Hs. 172069 


T12506 , 



2930 



3. 



Spot 


p-value 


Pescription 


Accession 


Unigene 


Protein 
Accession - 

No. 


1064 


2.57E-05 


mitochondria siolute carrier protein 
(MSCP) 


AY032628 




fs|P_06l049 


1113 


0.001393 


nischarin (NISGH). mRNA7cds=(27,4541 ) 
/gb=NM_007184 /gi=6005787 
/ug=Hs.26285/len=5132 


NM^007184^ 


Hs.26285 


NP_009115 - 


1134 


0.000326 


cDNA FLJ30093 fis, clone " 
BNGH41 000033. /gb=AK054655 
/gi=16549241 /ug=Hs;349261 /ien=2926 


AK054655 


Hs.349261 




1196 


0.000492 


FK506 binding protein 14, 22 kDa 
(FKBP14), mRNA /cds=(146,78l') 
/gb=NM_017946 /gi=8923658 
/ug=Hs..264636 /len=2248 ' 


NM_017946 


Hs.264636 


NP:.O60416 


; 1241 : 


0.000164 


netrin 4 (NTN4), mRNA /cds=?(452,2338) ■ 
/gb=NM_021229 /gi=24475651 
/ug=Hs. 102541 /len=3607 


.NM;_02i229 


Hs.1 02541 


NP_067052 


1259 


4,15E-05 


desmuslin (DMN), transcript variant A, 
mRNA /cds=(121 ,4818) /gb=NM_145728 
/gi=22027637 /ug=Hs. 10587 /len=7343 


NM_145728 


Hs, 10587 


NP_663780 


1290 


0.000959 


synaptic nuclei expressed gene 1 (SYNE- 
1 ), transcript variant beta, mRNA 
/cds=(121, 10086) /gb=NM_015293 
/gi=.1 9526752 /ug^Hs.l 921 02 /len=1 0742 


NM_015293 


Hs. 1921 02 


NP_598411 


1303 


5.826-05 


image'qe_6_2001/snk86bdrr81.y1 ' 
NIH_MGC_12 cDNA clone 
IMAGE.5110111 5'. mRNA sequence 
/clone=!MAGE:51101 1 17clone_end=5' 
/gb=BQ109159 /gi=20158813 
/ug=Hs.433575 /len=604 


BQ 1091 59 


Hs.433575 




'1340 


0.000326 


structure specific recognition protein 1 
(SSRP1 ), mRNA /cds=(275,2404) 
/gb=NM_003146 /gi=4507240 
/ug=Hs.79162 /ien=2839 


NM_003146 


Hs.79162 


NP^003137 


1581 


0.000521 


SH3 domain binding glutamic acid-rich 
protein like 3 (SH3BGRL3), mRNA 
/cds=(72,353)/gb=NM_031286 
/gi= 137751 97 /ug=Hs. 109051 /len=764 


NM_031286 


Hs.109051 


NPJ 12576 


1673 


2.76E-05 


endoplasmic reticulum stress-inducible, 
ubiquitin-like domain member 1 
(HERPUD1 ), mRNA /cds=(96,1271 ) 
/gb=NM_014685 /gi=7661869 
/ug=Hs. 146393 /ien=;1 884 


NM_014685 

f 


Hs.1 46393 


NP^055500 


1804 


0.000109 


serine (or cysteine) proteinase inhibitor, 
clade E (nexin, plasminogen activator 
inhibitor type 1), member 2 {SERPINE2), 
mRNA /cds-(210,1406) /gb=NM_006216 
/gi=24307906 /ug=Hs.21858 /len=2129 


Nlvl_006216 


HS.2185o . 

i 


NP_00o207 



2931 



Spot 


p-value 


Descriptiph 


Accession 


Unigene 


Protein 

Accession 

No. 


1813 


0.000659 


chromosome 14 open reading frame 80 
(G14orf80), mRNA /ccls=(330.1076) 
/gb=NM_1 73608 /gi=27734692 ■ 
/ug=Hs.72363/len-1419 


NM J 73608 


Hs.72363 


NP^775879 


1843 


0.000492 


CDK2-associated. protein 1 (CDK2AP1), 
mRNA/cds=(523,870) /gb=NM_004642 
/gi=1 7978492 /ug=Hs.433201 /len-1627 


NM_^004642 


Hs.433201 


NP_004633 


1946 . 


4.31 E-05 


sphingolipid activator protein 1 


J03015 




NP 002769 


1982 


0.000356 


ATP synthaise, H transporting, 

mitochondrial FO complex, subunit c 
(subunit9), isoform 2 (ATP5G2), niRNA 
/cds=(60,485) /gb=NM_005176 • 
/gi=6671590 /ug=Hs.89399 /ien=746 


NM_005i76 


Hs.89399 

■■ 


NP_005i67 


2013 


4.31 E-05 


actinin, alpha 2 (ACTN2), mRNA 
/cds=(1 74.2858) /gb=NM_001 1 03 
/gi=4501 892 /ug=Hs.83672 /len=41 81 


NM_001103 


Hs.83672 


NP^001094 


2065 


1.38E.05 


tenascin C (hexabraciiion) (TNC), mRNA 
/cds=(31 4,691 9) /gb=NM_0021 60 

/gi=4504548 /ug=Hs.289114 /len=7560 


NM_OO2160 


Hs.289114 


NP_002151 


2135 


0.001538 


hypothetical protein MDS025 (MDS025), 
mRislA/cds=(363,1127) /gb=NM_021825 
/gi=21361605 /ug=Hs. 154938 /len=1585 


NM_021825 


Hs. 154938 


NP_068597 


2164 


' 0.0012 


KlAAld74 protein (KIAA1074), mRNA 
/cds=(151,5280) /gb=NM_014915 
/gi=7662473 /ug-Hs.129218 /len=5360 


NM_014915 


Hs. 12921 8 


NP_055730 


2340 


0.001393 


mRNA; cDNA DKFZp434F231 1 (from 
clone DKFZp434F2311) /gb=AL137603 
/gi=6808349 /ug=Hs.233890 /len=842 


AL1 37603 


Hs.233890 




2394 


0.000164 


RAN, member RAS oncogene family 
(RAN), mRNA /cds=(1 15,765) 
/gb=NM_006325 /gi=;6042206 
/ug=Hs. 1 0842 /len?:1 656 


NM_006325 


Hs. 10842 


NP_006316 


'2418 


5.82E.05 


RAN binding protein 1 (RANBP1), low 
match 


NM_002882 




NP_002873 


2434 


0.000316 


smaH nuclearribonucledprotein D3 . 
polypeptide 18kDa (SNRPD3), mRNA 
/cds=(88,468) /gb=NM_004175 
/gi=47591 59 /ug=Hs.1 575 /len=626 


NM_004175 


HS.1575 


NP_004166 


2490 


0.000417 


gdnadotropin-releasing hormone receptor 
(GNRHR). mRNA /cds=( 1749,2735) 
/gb=NM_000406 /gi=4504058 
/ug=Hs.73064 /len=2735 


Niyi_000406 


Hs.73064 


NP_000397 


2584 


0.000316 


mRNA for KIAA0627 protein, partial cds. 
/cds=(1,3976) /gb=AB014527 
/gi=3327067 /ug=Hs.108614 /len=5614 


AB014527 


Hs. 10861 4 


BAA31 602.1 


2748 


0.00051 


serologically defined colon cancer antigen 
1 (SDCCAG1) 


NM_004713 




NP_004704 



2932 



Spot 


p-value 


Description 


Accessjpn 


Unigene 


Protein 

Accession 

No. 


2773 


0.000326 


nucleosome assembly protein 1-like 1 
(NAPILI), transcript variant 1, mRNA 
/COS— ^ '^^^i 'v^vj /gu— iNivi__ loazu/ 
/gi=21 327707 /ug=Hs.302649 /leri=3582 


NM J 39207 


Hs.302649 


NP_631946 

> 


2790 


2.76E-05 


choroideremia (Rab escort protein 1 ) 
(GHM), transcript variant 2950156, mRNA 

/cds=(31,1992) /gb=NI\/l_000390 
/gi-yypb/bu /ug-ns./uiu /len^zT no 


NM_000390 


Hs.2010 


NP_000381 


2847 


1.38E-05 


lysosibmal-associated membrane protein 
2 (LAMP2), transcript variant LAMP2B, 
mKiNA /cas-^iop, ip/U; /gD-Nivi_uioyyD 
/gi=7669502 /ug=^Hs.8262 /len=4006 


NM^013995 


Hs;8262 


NP_054701 


2912 


0:000492 


KIAA0690 protein (KIAA0690), mRNA , 
/CaS-\o/ jOyoUJ /yD— INIW_uT31 ' y 
/gi=1 5987120 /ug=Hs.601 03 /len-4396 


NM_015179 


Hs:60103 


NP^055994 


2926 


1.12E-06 


DEAD/H (Asp-GILi-Ala-Asp/His) box 
polypeptide 24 (PPX24), mRNA 
/cds=(100,2679) /gb=NM_020414 
/gi=142b121o /ug-ns,lpoyob /len-2yb/ 


NM_020414 


Hs. 155986 


NP_065147 


3013 


3.34E-06 


uncharacterized herhatopoietic 
stem/progenitor cells protein MDSOSI 

mKlNA/CuS— ^00,OOZ| 

/gb=NM_018466 /gi=20070304 

/ug=Hs.110853/len=1358 


NM_018466 


Hs. 110853 


NP_060936 


oUI / 


. U.UUIZ 


uob proiein luup/, mKiNA/cas-i idz.w/) 
/gb=NM_020189 /gi=9910185 
/ug=Hs.283740 /ien=676 


iNivi_u^u 1 py 




IN r UDH-p / H 


3029 


0.000927 


Yip1p-interacting factor (YIF1P), mRNA 
/cGis-(nD,yy/) /gD-NM_u4U4/u 
/gi=9994168 /ug=Hs.406422 /len=1078 


NM_020470 


Hs.40642? . 


NP_065203 ,. 


3062 


0.000117 

> • 


myosin, light polypeptide, regulatory, non- 
sarcomeric (20kD) (MLCB), mRNA 
/cds=(1 15.630) /gb=NM„006471 
/gi=5453739 /ug=Hs. 180224 /len=944 


NM_006471 


Hs. 180224 


NP_006462 


.3.137 


0.00121 


yp24c06.s1 Scares breast 3NbHBst cDNA 
clone IMAGE. lopob2 3 similar to 
gb:M10942_cds1 metallothionein-le gene 
mRNA sequence /clone=IMAGE: 188362 
/cIone_end=3' /gb=H43642 /gi==919694 
/ug=Hs.4lo24l /len=4o2 


H43642 


Hs.418241 




3181 


0,000521 


protein phosphatase 2A, regulatory 

<;iihijnit R' (PR ^PPP9R4\ mRNA 

/cds=(190,1161) /gb=NiVI_021131 
/gi=1 0880986 /ug^Hs.400740 /len=2661 


NM_021131 


Hs.400740 


NP_821070 


3185 


' 3:07E-05 


mRNA for repressor protein, partial cds. 
/cds=(1.2157) /gb=D30612 /gi=2723456 
/ug=Hs.58167/len=3737 


D30612 


Hs.58167 


NP,003566 
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Spot 


p-value 


description ' 


Accession 


Unigene 


Protein 
Accession 

IMO. 


3246 


0.000295 


UI-E-EJO-ail-e-04-0-U|.r1 UI-E-EJO cDNA 
clone UI-E-EJ0-all^.04-0-UI 5', mRNA 
sequence/clone=UI-E-EJ0-ail-e-04^0-UI : 
/clone end=5' /gb=BM727687 
/gi=19049020 /ug=Hs.446532 /len=1 103 


BM727687 


Hs.446532 


NP_079466.1 


3266 


,0.000386 


DKFZP564C186 protein 
(DKFZP564C186), mRNA /cds=(1 6,2265) 
/gb=NM 015658 /gi=7661 605 
/ug= Hs.1 34200 /len=2762 : 


NM^015658 


Hs. 134200 


NP_056473 


3308 


3.33E.05 


putative breast adenocarcinoma marker 
(32kD) (BC-2) mRNA /cds=(130 798^ 
/gb=NM_014453 /gi=7656921 
/ug=HS;12107/len=903 


NM_^014453 


Hs.12107 


NP_055268 


; 3321 


0.000448 


KIAA0097 gene product (KIAA0097), 
mRNA /cds={27,5945) /gb=NM_0l4756 
/gi=24307972 /ug=Hs.76989 /ieh=6449 


Niyi_014756 


Hs. 76989 


NP_055571 


3331 


0.001616 


ectonucieotide 

pyrophosphatase/phosphodiesterase 1 

(ENPP1), mRNA/cds=(173,2794) 
/gb=NM_006208 /gi=1 3324676 
/ua=Hs 11951 /len=3493 


NM_006208 \ 


Hs.11951 


NP_006199 


3385 


5.44E-07 


SMC4 structural maintenance of 
chromosomes 4-like 1 (yeast) {SMC4L1), 
mRNA/cds=(233 4099V/ab=NM 005496 
/gi=21 361251 7ug==Hs.5p758 /len=5261 


NM_d05496 


Hs.50758 


NP_005487 


3396 


3.64E-P6 


CiSI-1 21 protein (0(31-121), mRNA 
/cds=(1 07.634) /gb=NM_^01 6058 
/gi=770558,9 /ug=Hs.433212 /len=703 


NM 016058 


Hs 433212 


MP 057142 


3418 ' 


0.00.1449 


syntaxin 4A (placental) (STX4A), mRNA 
/cds=(234 1127) /ab=NM 004604 
/gi=20149559 /ug=Hs.83734 /len=1412 


NM_004604 


Hs.83734 


NP_004595 


356i: 


0.000636 


IkB kinase-b (IKK-beta) rpRNA, complete 
cds /cds=(144,2414) /gb=AF080158 
/gi-41 85274 /ug=Hs.226573 /len=3058 


AF080158 


Hs.226573 


AAD08997.1 


3625 


0.001021 


UI-E-CQ1-aev-g-12-0-UI si UI-E-CQ1 
cDNA clone, UI-E-CQ1-aev-g-12-0-UI 3', 
mRNA sequence /clone=UI-E-CQ1-aev-g- 
1 2-0-UI /clone_end=3' /gb^BI\/l666437 
/gi=18974127 /ug=Hs.279806/len=1103 


BM666437 


Hs.279806 


JC1087 


3650 


0.00143 


hypothetical protein FLJ1 0326 
(FLJ10326), mRNA/cds=(3,2297) 
/gb=NM_018060 /gi=8922355 
/ug=Hs;262823 /len=3016 


NM_01806O 


Hs 262823 


NP_060530 
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Spot 


p-value 


Description 


Accession 


Unigene 


Protein 

Accession 

No. 


3685 


0 001021 


SWI/SNF rplatpri matrix a^^oriatpri actin 
dependent regulator of chromatin, 
subfamily e, member 1 (SMARCE1), 
rnRNA /cds=(122,1357) /gb=NM_Q03079 
/ai=21264354 /ua=Hs 332848 /leh=1576 


NM 003079 




NP 003070 


3686 


3.07E-05 


autism susceptibility candidate 2 (AUTS2), 
rnRNA /cds=(322,41 01 ) /gb=NM_01 5570 
/ai=17864089 /ua=Hs 32168 /len=5972 


NIVI_015570 


Hs.32168 


NP_056385 


3701 


0;000356 


nudix (nucleoside diphosphate linl^ed 
moiety X)rtype motif 9 (NUDT9), rnRNA 
/eds=(326, 1 378) /gb=NM_024047 
/ai=20127621 /ua=Hs 301789 /len=1718 


NM_024047 


Hs. 301 789 


NP^076952 


3721 


0.001 3i93 


apoptosis-^associated speck-like protein 
containing a CARD (ASC), transcript 
variant 1 , rnRNA /cds=(241 ,828) 
/gb=NM_013258 /gi=22035618 
/ug=Hs.71869 /len=936 


Nl\/I_013258 


Hs.71869 ' 


NP^660184 


3731 


0,000521 


prosaposin (variant Gaucher disease and 
variant nietachromaticleukodystrpphy) 
(PSAP), rnRNA /cds=(39,1613) . 
/gb=NM_002778 /gi=11386146 
/ua=Hs 406455 /len=2767 


Nl\/I_002778 


Hs.406455 


NP_002769 


3792 


1.38E-05 


guanine nucleotide binding protein (G 
protein), beta polypeptide 1 (GNB1), 
rnRNA /cds=(333,1355)7gb=NM_002074 
/ai=20357526 /ua=Hs 215595 /len=3147 


NM_002074 


Hs.215595 


NP_002065 


3903 


0.000356 


carbohydrate (keratari sulfate Gal-6) 
sulfotransferase 1 (CHStl), mRNA 
/cds=^367 1602^ /ab=NM 003654 
/gi=4502840 /ug=Hs. 1 04576 /len=241 5 


NIVI_003654 


Hs. 104576 


NP_003645 


3941 


0.000356 


pinin, desnhosome associated protein 
(PNN), mRNA /cds=(31, 2262) 
/ab=NI\/! 002687 /ai=4505922 
/ug=Hs.44499/len=2617 


NIVI_002687 


:Hs.44499 


NP_002678 . 


4142 


1.09E-05 


chromosome 14 open reading frame 92 
(C14orf92). mRNA/cds=(33,1898) 
/ab=NI\/l 014828 /ai=7662273 
/ug=Hs.194035/len=4174 


NM_0 14828 


Hs. 194035 


NP_055643 


4177 


0.000356 


connective tissue growth factor (CTGF), 
mRNA /cds=(146,1195) /gb=NIW_001901 
/gi=4503122 /ug==Hs.755T1 /len=2312 


NM_001901 


Hs.75511 


NP_001892 


4209 


7.4E-05 


cDNA FUJ39491 fis. clone ^ 
PROST2015924, weakly similar to Opa- 
interacting protein 0IP2 mRNA. 
/gb.=AK09681 0 /gi=21 756383 
/ug=Hsr274170/len=2835— 


AK096810 


Hs.274i70 


NP_852480 



2935 



Spot 




DescriDtion 




1 Ininpn 


Protein 

1 ■ w III 

Accession 
No. 


4227 


0.000298 


ribosomal protein S1 5 (RPS15), mRNA 
/cds=(47,484) /gb=NM_001018 
/gi=1459'l 911 /ug=Hs:406683 /len=515 


NM_001018 


Hs.406683 


NP_p01009 


4229 


8.62E-05 


chaperonin containing TCP1, subunit 5 
(eDSilon) (CCT5) mRNA/cds=(92 1717) 
/gb=NM_012073 /gi=24307938 
/ug=Hs.1600/len=1961 


NM_012073 


Hs.1600 


NP_036205 


4400 


4.15E-^05 


mRNA; cDNA DKFZp76201615 (from 
clone DKFZp76201615) /gb=AL359558 
/gi=865561 3 /ug=Hs.284252 /len=2340 


AL359558 


HS.284252 




4447 


0.000521 


ruht-related transcription factor binding 
protein 2 (RUNXBP2), mRNA 
/cds=(394 6408^ /ab=NM 006766 
/gi=58030977ug=Hs.822l"o /len=^7869 


NM_006766 


Hs:82210 


NP^006757 


4631 


1.38E-d5 


chemokirie (d-X-C niotif) ligand 9 
(GXCL9), mRNA /cds=(40,417) . 
/ab=NM 002416 /ai=4505186 
/ug=Hs.77367 /len=2545 


NM_002416 


Hs.77367 


NP_002407 


4689 


0.000659 


t-complex-associated-testis-expressecl 1- 
like(TCTEIL). mRNA/cds={69,419) 
/gb=NM_0q6520 /gi=5730086 
/ug=Hs.446392 /len=2156 


NM_006520 


Hs.446392 


NP_006511 


4770 


0.000569 


endoplasmic reticulum stress-inducible, 
ubiquitin-like don^ain member 1 
(HERPUD1), mRNA/cds=(96.1271) 
/ab=NM 014685 /a i=766 1869 
/ug=Hs.T46393/len=1884 


NM_014685 


Hs. 146393 


NP_055500 


4845 . 


0.000356 


melanoma antigen, family D, 1 
(MAGED1)„mRNA/cds=(143,2479) , 
/gb=NM_006986 /gi-14195633 

/ug=Hs.5258 /len=2713 


NM_006986 


Hs.5258 


NP_008917 


4858 


0.001393 


AGENCOURT_8819408 NIH MGC 18 
cDNAdone IMAGE:6422878 5'. mRNA 
sequence /clone=IMAGE:6422878 ^ 
/clone_end=5' /gb=BQ94'1317 
/gi=22356795 /ug=Hs.443078 /len=929 


BQ941317 


Hs.443078 


■ ■ ■ 


4927 


0.000153 


palnndelphin (PALMD), mRNA 
/cds=f286 1941Wab=NM 017734 
/ai=16306484 /ua=Hs 14606 /len=2581 


NM^017734 


Hs. 14606 

. - . ■ ' •■ 


NP_060204 

V 


4975 


2.54E-05 


hypotlietical protein MGC2747 
(MGC2747), mRNA /cds=(93,248) 
/gb=NM_0241 04 /gi=1 31291 1 1 
/ug=Hs.194017/len=1171 . 


NM_024104 


Hs. 19401 7 


NP;^077009 


. 5090 


9.46E-06 


U3 small nuclear RNA gene 


M1406i 






5117 


2.76E-05 


dynein, cytoplasmic, light polypeptide 1 
(DNCL1), mRNA/cds=(94,363) 
/gb=NM_003746 /gi=4505812 
/ug=Hs.5120/len=643 


NM_003746 


Hs.5120 


NP_p03737 



2936 



ppot 


p-value 


Description 


Acc ssipn 


Unigon 


rroiein 

Accession 

No. 


5204 


0000882 


stathmin-like 3 (STMN3), mRNA ■ 

/^^cs_/oo C9c\ /^h— MM OiRRQA 
/CUo— ^OOjDZOj /gp— INIVI U 1 OOi7*f 

/gi=14670374 /ug=Hs.285753 /len=2255 


NM^015894 


Hs.285753 


NP^056978 


5207 


0.000746 


v-maf musculoaponeurotic fibrosarcoma 
oncogene (avian) (MAF), mRNA 
/Gas— ^oyo,zu lyj /gu— Nivi^uuooDu 
/gi=5453735 /ug=Hs.30250 /len=2145 


NM_005360 


Hs.30250 


NP_005351 


5243 


0.000326 


chromospme 14 open reading frame 2 
(C14orf2), rnRNA /cds-(61 ,237) 
/go- iNivi uu^oyH /gi--*+ / oGyoy 
/ug=Hs. 1 09052 /len=627 


NM_004894 


Hs. 109052 


NP_004885 


5338 


0.000356 


thyroid horrndne receptor interactor 3 
(TRIPS), mRNA /cds=(39,506) 

/nh— MT/I nnAiy^ /n'l—OOnQAfMR , 
/yij— iNivi \J\JH 1 / o /y I— ^zui7'+u / o 

/ug=Hs.2210/len=950 


NM^004773 


Hs.2210 


NP_004764 




U.UU 


MUn-nDOsyiaiion lacior o i nase acuvaiing 
protein 3 (ARFGAP3), mRNA 

/COS- ^0^7, lOOy; /gD^INIVl_U \ *fO f\j 

/gi=20070254 /ug=Hs.130147len=2666 


KiM niAt^in 

iM IVI U 1 .0 / u 


ns. I ou \H 


MP n'>*%'ift'% 

INn_^UOOpOO 


5396 


0.000951 


Hypothetical protein(cDNA: FLJ23122 fis,; 
Clone LiNououuo^ 


AK026775 




NP_p03608 


Orf 1 1 




DKFZp566J2446) 


MLUOUUOZ 




MP nC\MAA 


5653 


2.57E-05 


glypiean 3 (GPC3), mRNA 
/cds=(1 91.1 933) /gb=NM_004484 
/gi— ooDUij. lo /ug— rib. i 1^700 1 /icri— ^004 


NM_004484 


Hs. 119651 


NP_004475 


5654 


0.000882 


tislid 


Ud7802 " 




AAA91 778.1 


5767 


2.6TE-05 


hypothetical gene supported by AL449243 
(LOC91689), mRNA/cds=(80,403) 
/gb=NM_^03331 8 /gi=2 1 31 4768 

/iin— Wc '^flfinft'^ /Ion — 1C;AA^ 

/ug— ns.oUDUoo /len- looo: 


NM_033318 


Hs.306083 


NP_201575 


5810 


3.64E-05 


non-metastatic cells 2, protein (NM23B) 
expressed in (NME2). nuclear gene 

on Winn mi^n^hnn^^^t^^ nmtoin rv^ D Kl A 

encouing rniiucnonunai proiein, mr\rMM 
/cds=(73,531) /gb=NM_002512 
/gi=4505408 /ug=Hs.433416 /len=670 


NM_002512 


Hs.433416 


NP302503 


5826 : 


0.001616 


ribosomal protein Ll3a (RPL13A), mRNA 

/cos— v^0,D04; /go— iNlVi^U IZ'+ZO 

/gi=14591905 /ug=Hs.389335 /len=1 142 


NM^0i2423 


Hs.389335 


NP_036555 


5941 


8.5E-06 


ubiquitin-protein isopeptide ligase (E3) 
(KIAA0010), mRNA/cds=(304,3555) 
/gb=NM_01 4671 /gi=7661 855 

/iin=l-lQ 1'^'^9A7 /lpn=f>1Rn 


NM1014671 


Hs.1 55287 


NP_055486 


6027 " 


0.000356 


mesenchyme homeo box 2 (growth arrest- 
specific homeo box) (MEOX2), mRNA 
/cds=(1 82. 1 093) /gb=NM_005924 
/gi=21 396478 /ug=Hs.77858 /len=2284 


NM^005924 


Hs.77858 


NP^005915 



2937 



opot 


p^'Vsluo 


uescripiion 


Accession 


Unigene 


rroiein 

Accession 

No. 


6046 

-J. 


0.000711 


KIAA0092 gene product (KIM0092), 
mRNA/cds=(54,1478) /gb=NM_014679 
/gi=7661899 /ug=Hs.151791 /len=2913 


NM_014679 


Hs. 151 791 


NP_055494 






oh 1-o-iD rriKiNA, partial cos 


AdU44 / OZ 




INr Don loU 


poDU 


U.UUU/ 1 1 


nciciogcneous nuciear riDonucicoproicin 
D-like (HNRPDL), transcript variant 1, 
mRNA /cds=(581 ,1843) /gl3=NM_005463 
/gi=141 10410 /ug=Hs.372673 /len=3514 


lNlVl_UUt)4DO 


nS.Of 4P' ^ 


MD 1i074n 


D40o 


y.4Dt-UD 


rniiocnonarion, compieie genome 


UUloU/ 






6491 


0.001393 


RecQ protein-like (DNA helicase Q1-like) 
(RECQL), transcript variant s, mRNA 
/ccls=(472.2421 )7gb=NM_002907 
/gi=14591903 /ug=Hs.235069 /len=2866 


NM_002907 


Hs.235069 


NP_1 16559 


D01U 


h ri h i /i /f Q 
UiUU I'l'ty 


1 M u PiTn o+v f "1 n 1 1 1 c 1 ' 

Ul-n-U 1 U-aiX-T- 1 OtU-UI.S I 

NCI CGAP DTOcDNA clone 
IMAGE:5865612 3", mRNA sequence 

/cione--iiviMvj[i.ooDDD 1 z /cione^ena— o 
/gb=BM994157 /gi=19719058 
/ug=Hs.406666/len=1283 


QfiAClClAA R7 

Diviyy^np/ 


nS.4UDDDD 


i 




U.UU1Uz1 


sequesiosonne i (ouo i ivn ), mKNA 

/cds=(41,1363) /gb-NI\/l_003900 

/gi=1 9923742 /ug=Hs. 182248 /len=2870 . 


iNivi_uu»jyuy 


ns. 1 <5^Z4p 


KID nnQSQ.i 

l^lr_yu^3oy^ 


6595 


8.62E-05 


H factor 1 (complement) (HF1), mRNA 
/cas— ^ iHyOi py ) /go— Nivi^uuy i pp 
/gi=4504374 /ug=Hs.250651 /len=3926 


NM_000186 


Hs.250651 


NP_000177 


6622 


0.000669 


aquaporin 1 (channel-forming integral 
proiein, zoKua^ ^Avjri^ mKi\i/\ 
/cds=(39,848) /gb=NM_000385 , 
/gi=4755121 /ug=Hs.76152 /len=1662 


NM_000385 


Hs.76152 


NP_000376 


6663 


0.000298 


PRO0461 protein (PRO0461 ), mRNA 

/gD~NM_Uo1zDO /gi-zUoooc5ii ^ 
/ug=Hs.25063/len=1100 


NM_031268 


Hs.25p63 


Q9UI25 


6733 


1.38E-05 


putative transmembrane protein (NMA),/ 
mRNA/cds=(373,1155) /gb=NM_012342 
/gKby 1 i^Doo /ug-ns. foi lo /ien-i oz j 


NM_012342 


Hs.78776 


NP_036474 


6901 


0.000983 


cDNA FLJ34353 fis. clone 
FEBRA2011665, /cds=(178,573) 
/gb=AK09 1 672 7g i=2 1 750096 
/uy— no. io*f / / /icii— ou i /, 


AK091672 


Hs. 13477 


BAC03718,1 


6925 


0.000298 


mitochondrial ribosomar protein 322 
(MRPS22), nuclear gene encoding 
mitochondrial protein, mRNA 
/cds=(9,1091) /gb=NM_020191 
/gi=16554602 /ug=Hs.107127 /len=1155 


NM_020191 


Hs.107127 


NP_064576 



2938 



Spot 


p-valu 


. bescriptipn 


Accession 


Unigene 


Protein 

Accession 

No. 


6962 


2.03E-05 


hypothetical protein Fp 10377 

/ri l■1n'^77^ mPMA /rHc— MIR '5'?Qt;\ 

^^LJ^uo/ / ), mrviNM /cus— ^ i io,zo93j 
/gb=NM_018077 /gi=8922387 
/ug=Hs.274263 /len=2809 


NM_018077 


Hs.274263 


NP^060547 


6999 


0.000298 


ring finger protein 20 (RNF20), mRNA 
/cds=(91,3018) /gb=NIVI_019592 


NM_019592 


Hs. 168095 


NP^062538 


7030 


1.38E-05 


CD74 antigen (invariant polypeptide of * 
nnajor histocompatibility complex, class II 
antigen-associated) (CD74), mRNA 

/gi=10835070 /ug=Hs.84298 /len=1304 


NM_004355 

1 


Hs.84298 


NP_004346 


7142 


0.001116 


eukaryotic trianslation elongation factor 1 
aipna i v^^cii i^Ui mr\iNr\/cas-^oo, i^voij 
/gb=NM_001402 /gi=25453469 
/ug-Hs.422118/len=1837 


NM^001402 


Hs.422118 


NP^001393 






mIKInav, cuinm ut\rz.poppc \ k>£.h ^rrom ; 
clone DKFZp586E1624) /gb=AL1 10152 
/gi=581 7054 /ug=Hs.94030 /len=1 341 


ML 11 U I 


ns.y^uou 




. 7382 


0.000316 


cortactip binding protein 2 (C0RTBP2), 
/gi=16975495 /ug=Hs.293539 /len=5975 


NM_033427 


Hs.293539 


NP_2 19499 


7398 


0.000463 


laminin, alpha 2 (merosin, congenital 
muscular dystrophy) (LAMA2), mRNA 
/cds=(50,9382) /gb=NM 000426 
/gi=4557708 /ug=Hs.75279 /len=9534 


NM_000426 


Hs.75279 


NP_0004,17 






uur-iN-aceiyi-aipna-u- 
galactosamine.polypeptide N- 
acetylgalactosaminyltransferase 1 
(GalNAc-TI) (GALNT1), mRNA 

IC(jS—\0£., 1/ ! 1 ; /gD-rNlVI_UZU4/4 

/gi=1 31 24890 /ug=Hs.80120 /len=3778 


MR/I hon^TA 


ns.ou izu 




7556 


0.000173 


interleukin enhancer binding factor 1. 
(ILFI), mRNA/cds=r(198,2165) 
/go— Nivi_uu4o i4 /gi— 4/oc>oyy 
/ug=Hs.296281 /len=3059 


NM_0.04514 


Hs.296281 

j 


NP_852096 


7725 


. 8.5E-06 


proteasome (prosome, macropain) 
subunit, beta type, 2 (PSMB2), mRNA 
/cds=(1 11 ,716) /gb=NM_002794 

/pii—oocoOyi^^o /iin — Uc A'>.0(^(\7 /Ion — ftf^n 

/gi— 4{:zooo4Do /ug— ns.4%5ZDU/ /len— ooy 


NM_002794 


Hs.432607 


NP_002785 


7899 


0.000117 


UI-E-DW0-agk-i-01-0-Ul.r1 UI-E-DWO 
cDNA clone UI-E-DWO-agk-i-01-O-UI 5'. 
mRNA sequence /clone=UI-E-pvV0-agk-i- 

ni n 1 II /rlnn<=» «anH='^' /nh=RMfiQfi'^4fi 

/gi=19009804 /ug=Hs.356149 /!en^1200 


BM696546 


Hs.356149 




7906 


0.001071 


cDNA FLJ30587fis. clone 
BRAWH2007800, weakly similar to Ovo 
protein. /gb=AK055149 /gi=16549814 
/ug=Hs. 367639 /len=2529 


AK055149 


Hs:367639 





2939 



opot 


. prvalue 


^ D scription 


Accossjon 


Unigene 


Protein 

Accession 

No. 


7915 


4.31 E-05 


GK001 protein (GK001), mRNA 
/ccls=(185,1636) /gb=NM_020198 
/gi=9910241 /gg=Hsv8207,/len=3294 


NIVI_020198 


Hs.8207 


NP_064583 




U.UUUo 


UI-n-tZ.1-pC3-n-U0-y-UI.ST 

M^^l r*/^AD /^hO /^RMA r*lrtr»£i 1 II Ul [II"7i 
NL/l_L/oArf_^Unz CUINA ClOne Ui-M-tZ. 1- 

bca-n-05-O-UI 3', mRNA sequence 
/clone=UI-H-EZ1-bca-n-05-0-UI 
/cione_ena— o /gD— DW//4opD 
/gi=2i982825 /ug^Hs.43227 /len=1083 


PU / / 4^^0D 


Uo >1'5007 

nS.4pZ^/ 


r 


7947 


3.9E-07 


EST (AV690707 GKC H sapiens cPNA 


AV690707 




NP 004577 


7952 


0.000793 


EST (AI683276 tx02h 1 2.x1 . 

lNUI_UoAr_Ul4 CUINIA ClOne 

IMAGE:2268071 3') 


AI683276 






8043 


0.000173 


hypothetical protein froni BCRA2 region 
{CG005), mRNA/cds=(.166.19l7) 

/gb=NM_014887 /gi=7656970 
/ug-ns,zpoio /len^ZoZo 


NM_014887 


Hs.23518 


NP_055702 


8069 


0.001021 


Similar to nuclear localization signals 
binding protein 1, clone MGC:21810 
iiviAot.4 ioot)/b, mKNA, Complete cus 
/cds=(58.375) /gb=BC016981 
/gi=1 6877469 /ug=Hs.244624 /len=2q59 


BG016981 


Hs:?44624 


AAH 16981.1 


8134 


0.000104 


GGIr204 mRNA, complete cds. 

/cas— ^4 1 , / yy| /go-^Arzoo izu /gi— yooooou 

/ug=Hs.283734 /len=2865 


AF285120 


Hs.283734 


NP_817125 


8179 


0.000364 


karyopherin (importin) beta 3 (KPNB3), 
mRNA /cds=(1 39,3486) /gb=NM_002271 
/gi-Z4/y/:uoo /ug-ns.i loouo /len-oy/ / 


NM_002271 


Hs. 11 3503 


NP_002262 


8202 


0.000364 


transcription factor Dp-1 (TFDPl), mRNA 
/cds=(222,1454) /gb=NM_0071 1 1 
/gi=21361419 /ug=Hs.79353 /len=2394 


NM_007111 


Hs.79353 


NP_009042 


C5Ol0 


U.Uuy44o 


ui-H-tuu-awz-g-i /-u-ui.si 
NCLCGAP^EDO cDNA clone 
iMAofc.ooZof U4 o , mKNA sequence 
/clone=IMAGE:5825704 /clone_end=3' 
/gp-biviay4yi>2 /gi-iy/ lyooo 
/ug=Hs. 1 5702 /ien= 1200 


Dlvl994y04 


nS.IO/Uz 




8334 


0.000272 


EST (MR4-ST0070-051099-009-e09 

O 1 UU70) 


AW387240 




NP_036546 


8351 


0.000806 


EST zr46h01.s1 Scares NhHMPu S1 
cDNA clone 666481 3' 


AA233076 






ooou 




IZO 1 1 1 1 1 I.I 1 OUal Co 1 t^lll Id INiiUHn rx 

clone IMAGE:380517 5* contains 
MER17.b2 MER17 repeat) 


r\r\\JHH 9 O O 






8466 


o;ooo625 


Tho2 mRNA, complete cds /cds=(1, 4437) 
/gb=AF441770 /gi=20799317 
/ug=Hs.164fl/len=4452 


AF441770 


Hs. 16411 


AAM28436.1 



2940 
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Unigene 


Protein 
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8580 


0.001 546 


6X096173 ooares_testis_NrlT CDNA 
clone IMAGp998F1 51 793, mRNA 

sequence - . - - 

/clone-iiviAtjpyyori 0 1 ^ yo_,_iiviAot. / ou 
766 /gb=BX096173 /gi=27842669 
/ug-Hs. 1 88780 /len=556 . 


DAU961 73 


nS.loo/oU 




8622 


0.001393 


FLJ30623 fis, clone CTONG2001748 
/CdS=UNI\NL)WN /gb-AK05o1oo 
/gi=16549855 /ug=Hs.351574 /len==2870 


AK055185 


Hs.351574 


NP_079050 


8663 


0.000326 


hypothetical protein BC01 8453 
(LOC129o31), mRNA /cas-(49, 798) 
/gD-Nlvl_1 38798 /gi-20270348 
/ug=Hs.14222/len=963 


NM_1 38798 


Nls:i4222 


NP_62dl53 

- 


8706 


0.000164 


CDNA FLJ31306 fis, clone 
LIVER1 0001 11 . /gb=AK055a68 

/gi=1 6550703 /ug=Hs.442335 /len=2360 


AK055868 


Hs.442335 

■ f 


NP_071431.1 


8717 


8:5E-06 


EST(cDNA clone IMAGE:2622241 3' ) 


A\A/131141 




NP 055262 


8770 


0.000173 


UI-n-prO-Dey^i-zp-O-UI.Sl 
NOI_OoAr_UrO CUNA Clone UI-H-UrO- 
bey-f-20-0-Ur 3', mRNA sequence 
/clone=UI-H-PFp-bey-f-20-C)-UI 
/clone_enci=3' /gb=CA427170 
/gi=247o9oyb /ug-ns.2/yyb /Ien-I0o2 


A >l 0 7 4 "70' 

OA427170 


ris.z/yyo 




8771 


0.000298 


mitochondrion, complete genome 


NC 001807 






0o04 


4.3 I E-Od 


E2F transcription factor 5, p130-biriding 
(E2F5), mRNA /cds=(35,1075) 
/gD-NM__uuiyo 1 /gi-izDoyyiD 
/ug-ns.zooi /len-i/o/i 








8843 


3.07E-05 


No significant match, ORF-1(69'-499)low 
complexity 








ooco 
OOOO 


0.000153 


No significant match 
{ORF:+1:13-144[132]. +2:50-151(102]) 








8856 


0.000625 


control 








.8862 


0.000326 


CDNA rLJ14368 fIS, Clone 
HEMBA1001122. /gb=AK027274 
/gi=14041848 /ug=Hs.330716 /len=1543 


AK027274 


nS.330716 




8865 


3.07E-05 


cDNA FLJ 12091 fis. clone 

ntlvlDDl002oo2 


AK022153 






8875 


0.000326 


No significant match, ORF+2{1 31-292) 








8951 


0.000569 


PtK2 protein tyrosine kinase 2 (PTK2), 
transcript variant 1 , mRNA 
/cds=(231, 3389) /gb^NM J 53831 
/gi— ^/oODoyi /Uy— ns. f w /len— *f4oo 


NM J 53831' 


Hs.740 


NP_722560 ; 


' 9026 


o:oodio5 


df118f01-w1 Morton Fetal Cochlea cDNA 
clone IMAGE:2539897 3', mRNA 
sequence /cIone=IMAGE:2539897 
/clone_end=3' /gb=BI495496 
/gi=1 5334840 /ug=Hs.345508 /len=553 


61495496 


Hs.345508 
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Spot 


p-value 


P iscriptjoh 
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Unigene 


Protein 

Accession 

No. 


yubo 


u.uuuyoo 


UI-n-DlUp-aDD-p-Up-'U--UI.S1 
NCI_CGAP_Sub2 cDNA clone 
IMAGE:271 1001 3'. mRNA sequence 

/Clone— nuui /cione_eno-'0 
/gb=AW015262 /gN5863949 
/ug=Hs.440665 /len=854 


A\A#A'l COCO 


Hs.440bbo , 




yu/ 0 


u.uuuypy 


cuiNA rLJ ns, Clone 
NT2RP4000023. /gb=AK023269 
/gi=1 04351 28 /ug=Hs. 14355 /Ien=s2633 




nS.l4ooo 








CUINA rLjo044y Tis, clone 
FEBRA2019389. /gb=AK095768 
/gi=21755098 /ug=Hs.146312 /len==2628 


AMjyp/po 


nS.14oo1Z 


IN r_U/ 140,1.1 


yipi 


z.y/t-uo 


CUNA rLjol 1U/ TIS, Clone 
IMR322000152. /gb=AK055669 
/gi=16550452 /ug=Hs.405954 /len=2250 


AlvUotibby 


MS.4Uoyo4 




9271 


2.8E-05 


fj53d02.x1 adult brain Danio rerio cDNA 3' 
similar to SW:EF2 CHIGK Q90705 

tLUNoA I lUIN rAO 1 UK Z , 


AW281691 




EFHU2 


9364 


8.5E-d6 


FLJ 1241 9 fis, Clone MAMMA1 003047, 
highly similar to Homo sapiens protein 
inhibitor of activated STAT protein PIASy 

mKINA /CuS-UNI\NUWlN /gD-AKUZii4o1 

/gi=1 0433892 /ug=Hs. 1 05779 /len=3054 


AK022481 


Hs. 105779 


NP_0669iEi1 ' 


9376 


0.000928 


tenascin XB (TNXB), transcript variant 
XB, mRNA /Gds=(205, 1 3074) 
/gD-NM_uiy lUo /gi--zUo44ioo 
/ug=Hs. 1 69886 /len=1 3268 


NM_019105 


Hs. 169886 


NP_115859 ^ 


9451 


5.82E-05 


phospholipase A2-activating protein 

(rLAA), mKNA /CaS-(^:y,zz43) 

/gb=NM 004253 /gi=21361288 
/ug=Hs.27182/len=3240 


NM_004253 


Hs.271.82 


NP_004244 


9463 


0.000521 


tropomyosin 3 (TPM3), mRNA 
/cas-(oz,/9o) /gb-NM_i5oo4y 
/gi=241 19202 /ug=Hs.85844 /len=2089 


NM_1 53649 


Hs.85844 


NP_705935 


9488 ' 


3.07E-05 


UDP-N-acteylglucosamine 
pyrophosphorylase 1 (UAP1), mRNA 
/cds=(312,1829) /gb=NM_003115 

/gi-iyyzoMo /ug-ns.zi4y«j /len-zooz 


NM_003115 


Hs.21293 


NR_PQ3106 


9535 


0.001449 


Hypothetical protein 669i, cDNA FLJ32614 
fis, clone STOMA2000121, moderately 
similar to Fugu rubripes CCBL1 gene 

[t\r\\jOf 1 /D. 1 ) ^— uvjoyou gene, 
BC000819.1) 


BC000819 


Hs. 180378 


NP^062556 


9573 


0.000326 


cDNA FLJ39084 fis, clone 
NT2RP7018871. /cds=(491,1024) 
/gb^AK096403 /gi^21755888 
/ug=Hs.356835 /len=2242 


AK096403 


Hs.356835 


BAC04779.1 



Spot 


p^value 


D scription 


Accession 


Unigenie 


Protein 

Accession 

No. 


9633 


0.000298 


U7 snRNP-specific Sm-like protein 
LSM10 (LSM10), mRNA/cds=(151,522) 
/gb=NMi0328817gi=14249631 
/ug=Hs.3496 /len=869 


NM_032881 


Hs.3496 


NP_1 16270 






cuina Kpt:uuy/y tis, Clone 
NT2RP2001508, modiBFately similar to 
OLIGOSACCHARYL TRANSFERASE 
olio oUbUNi 1 . /eps— (y4,yp4) 
/gb=AK075380 /gi=22761428 
/ug=Hs. 1 83454 /len=25 10 


Ar\U / oooU 


ns.1oo4o4 


Nr^o4919o . 


9771 


0.000521 


EST(po43e04.s1 N,CI_CGAP^Lu5 clone 
iivimol;. ioDoc7po o coniains Li.n lt 
repeat) 


AA9733.77 






9862 


0.001393 


component of oligomeric golgi complex 1 
(COG1), mRNA7cds=(27,2969) 
/gb=NM_018714 /gi=21237782 


NM_018714 


Hs,283109 


NP^061184 


9895 


4.31 E-05 


FLJ23227 fis, clone CAE00645, highly 
similar to AF0521 38 Homo sapiens clone 
23718 mRNA sequence /cds=UNKNOWN 
/gD~Mi\yZDoou /gi--iUfioyp4n 
/ug=Hs.6580/len=1729 


AK026880 


Hs.6580 


NP_031 397.1 


9975 ' 


0.000298 


RAB6A, member RAS oncogene family 
(RAB6A), mRNA /ccls=(427,1053) 
/gb-NM_002869 /gi= 19923230 
/ug— ns.oDoD /len— ou/y . 


NM^002869 


Hs.5636 


NP_002860 


9995 


0.000659 


UDP-Gai:betaGlcNAc beta 1 ,3- 
galactosyltransferase. polypeptide 3 ... 
(B3GALT3). transcript variant 1 , mRNA 
/cas^(pyy, 1 py4; /gD^Nivi uuo/oi 
/gi=15451873 /ug=Hs.267695 /len=3210 


NM_0P3781 


Hs.267695 


NP_^1 49359 


9998 


3;07E-05 


chromosome 20 open reading frame 14 

^LrZUpn^l4;, mKINA/CQS^pUUjZyzOj 

/gb=NM_01 2469 /gi=691 2731 
/ug=Hs.31334/len=3060 


NM^012469 


Hs.31334 


NP_^036601 


10021 


3.07E-05 


RalGDS-;like gene (RGL), mRNA 
/cas— (4ou,4Pp I.) /go— Nivij__ui oi4y 
/gi=20127535 /ug=Hs.79219 /len=511 1 


NM_015149 


Hs.79219 


NP_055964 


10024 


1.38E-05 


DnaJ (Hsp40) subfamily B, member 11 
(DNAJB11), mRNA/cds=(160,1236) 
/nh=NM nifi^nfi /ni=9'Sh14i 10 

/ug=Hs.278605 /len=1621 


NM_016306 


Hs.278605 


NP_057390 


10044 


2.76E-05 


ER-resident protein ERdj5 (ERdjS), 
mRNA /cds=(41 6,2797) /gb=NM_018981 
/gi=24308126 /ug=Hs.1098 /len=4193 


NM_018981 


Hs,1098 


NP_081854 
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10050 


0.000164 


FLJ 10765 fis. clone NT2RP40001 11, 
highly similar to CLEAVAGE AND 
POLYADENYLATION SPECIFICITY 
FACTOR. 100 KD SUBUNIT 
/cds=UNKNOWN /gb=AK001627 
/gi=7022996 /ug=Hs.224961 /len=4352 


AK001627 


Hs.224961 




10061 


5.82E-05 


UI-H-EU0-azv-c-01-0-Ul.s1 
NCI_CGAP_Car1 cDNA clone IMAGE: 
5854008 3", mRNA sequence 
/cione=IMAGE._5854008 /clone end=3! 
/gb=BQ181694 /gi^20357186 
/ug=Hs. 177936 /len=1076 


BQ1 81694 


Hs. 177936 




10069 


5.82E^5 


hypothetical protein FLJ20297 
(FLJ20297), mRNA /cds=(11 1,2507) 
/gb=NM_017751 /gi=8923276 
/ug=Hs.94491 /len=3682 


NM_017751 


Hs.94491 


NP_060421 


10087 


2.07E-05 


cDNA FLJ30064 fis. clone 
ADRGL2000323. /cds=(1 18,516) 
/gb=AK054626 /gi=16549205 
/ug^Hs. 1 88504 /len=2081 


AK054626 


Hs: 188504 


BAB70777.1 


10094 


8.88E-06 


nuclear factor of kappa light polypeptide 
gene enhancer in B-cells inhibitor-like 
2(NFKBIL2), mRNA/cds=(473.4132) 
/gb=NM_01 3432/gi=1 571 8771 
/Mg==Hs.323834 /len=4501 


NM_013432 


Hs. 323834 


NP_038460 


10099 


0.00071 1 


intersectin (ITSN) gene, axons and short 
form, partial cds 


AF064245 




AAC80436.1 


10105 


2.76E^5 


programmed cell death 2 (PDCD2), 
transcript variant 2, mRNA /cds=(80,766) 
/gb=NM_144781 /gi=21735593 
/ug=Hs.367900 /|en=2066 


NMJ44781 


Hs.367900 


NP_659005 


10126 


0.000356 


mRNA for KIAA0647 protein, partial cds 
/cds=UNKNOWN /gb=AB014547 
/gi^20521118/ug=Hs.141727/len=5719 


AB014547 


Hs. 141727 


NP_004678 


10163 


1.46E-05 


KIAA0062 mRNA, partial cds 
/cds=(1 , 1 598) /gb=D31 887 /gi=5051 01 
/ug=Hs.89868 /len=4573 


D31887 


Hs.89g68 


BAA06685.1 


10183 


5.82E-05 


cDNA: FLJ20924fis, clone ADSE00928. 
/gb=AK024577 /gi= 10436889 
/ug=Hs.306692 /len=1516 


AK024577 


Hs.306692 


JC5238 


10228 


0.001449 

1 


hypothetical protein FLJ 1 0342 
(FLJ10342), mRNA /cds=(534. 1145) 
/gb=NM_018064 /gi=14149717 
/ug=Hs.101514/len=1506 


NM_018064 


Hs. 101 514 


NP^060534 


10236 


0.000882 


hypothetical protein MGC4701 
(MGC4701). mRNA /cds=(149. 1585) 
/gb=NM 024511 /gi=24308290 
/ug=Hs.421054/len=1686 


NM_024511 


Hs.421054 


NP_078787 


10302 


0.000427 


EST CM4.CT0343-301 199-052-di 1 
CT0343 ■ " 


AW363671. 




NP_000998 
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10348 


0.000523 


BX1 03634 

Soares_NSF_F8_9W_OT_PA_P_S1 
cDNA clone IMAGp998021 3969, mRN A 
sequence 

/c|one=IMAGp998021 3969_; JMAGE. 1 56 
6572 /gb=BX1 03634 /gp2784581 2 
/ug=;Hs. 1 34848 /len=554 


BXi;03634 


Hs. 134848 

... 


.... - ■ - ; ■• - 


10428 


0.000694 


clone IMAGE:5275048, mRNA 
/gb=BC041 379 /gi=27552809 
/ug=Hs. 1 87646 /len=3258 


BC041379 


Hs. 187646 




10479 


3.07E-05 


U!-H-BI4-aos-c-04-0-UI .si 
NCI_CGAP_Sub8 cDNA clone 
IMAGE:3085830 3', mRNA sequence 
/clone=IMAGE:3085830 /clone_end=3' 
/gb=BF508907 /gi=1 1592205 
/ug=Hs.433695 /len=932 


BF5O8907 


Hs.433695 


NP_Q03874.2 


10484 


3.64E^05 


hypothetical protein FLJ20255 
(FLJ20255), mRNA /gcIs=( 146, 1090) 
/gb=NM_01 7728 /gi=8923229 
/ug=Hs. 1 5797 /ien- 1769 . 


NM_017728 


Hs. 15797 


NPJ60198 


10501 


2.76E-05 


UI-E-DW0-agg-d-24-0-Ul.r1 UI^E-DV^O 
cDNA clone UUE-DWO-agg-d-24-O-Ui 5', 
mRNA sequence /clone=UI-E-DWO-agg-d- 
24-O-UI /clone_end=5' /gb=BM706154 
/gi=19019412 /ug=Hs.433446 /len=1003 


BM706154 


Hs.433446 


P51003 


10528 


0.000104 


FLJ32238 fis, clone PLACE6004993 
/cds=^UNKNOWN /gb=AK056800 
/gi=16552307 /ug=Hs.183161 /len=2204 


AK056800 


Hs.183161 


NP_036595 


10533 


5.82E-05 


EST(Normalized Human Islet 4 N4^HIS 1 
Homo sapiens cDNA 5' ) 


61964140 




NP^006531 


10594 


0,000791 


UI-H-EZ1-bbh-j-15-0-Ul.s1 
NCI_CGAP_Ch2 cDNA clone UI-H-EZ1- 
bbh-j-15-O-UI 3', mRNA sequence 
/clpne^UI-H-EZ1 -bbh-j-1 5-0-U 1 
/clone end=3' /gb=BQ575990 
/gi=21479307 /ug=Hs.445509 /|en=1032 


BQ5759S0 


Hs.445509 




10606 


0.001387 


EST(fp43g05.x1 zebra'fish gridded kidney 
Danio rerio cDNA clone 4759496 3' 
similar to contains element MER21 
repetitive element ;) 


BG891931 






10657 


1.01E-05 


cDNA FLJ34771 fis; clone 
NT2NE2003150. /gb=AK092090 
/gi=21 750599 /ug=Hs.433010 /len=2424 


AK09209P 


Hs.433010 


NP_06031.2.1 


10684 


3.64E-05 


EST(cDNA clone IMAGE:4090855 3' ) 


BF447403 




NP 002806 


10783 


0.000298 


EST (nm30c04.s1 NCI_CGAP_Lip2 
IMAGE; 1061 670) 


AA569171 






10786 


0.001289 


EST (MRO-SN0040-060400-001-:h09 
SN0040) 


AW867719 






10864 


0.000492 


EST (ab81d11.s1 Stratagene fetal retina 
937202-|MAGE:853365 3") 


AA663308 
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10967 


0.000681 


cDNA /clone=cD622 /gb=AF1 07454 
/gi=5052209 /ug=Hs, 107537 /len=4850 


AF1 07454 


Hs. 107537 


NP_071903 


- 11107 


8.5E-06 


cDNATLj11041'fis, eldhr " ' ; - • - 
PLACE1 004405. /gb=AK001 903 
/gi==7023457 /ug=Hs.28792 /len=1932 


■AK0p1903 " 


Hs'.2'8792 


.... 


11139 


0.000298 


ESTs, cDNA, 3" end 
/clbne=IMAGE:3676432 /clone_end=3' 
/gb=BF593483 /gi=1 1685729 
/ug=Hs.235860 /len=582 


BF593483 


Hs.235860 


Q9H334 


11183 


0.000298 


No significant match 








11276 


1.38E-05 


FLN29 gene product (FLN29), mRNA 
/cds=(55,1803) /gb=NM_006700 
/gi=5729827 /ug=Hs.5148/len=2618 • 


NM_006700 


Hs.5148 


NP^006691 


11279 


0.000298 


cDNAFLJ11660 fis; clone 

HEMBA1 00461 0./gb=AK021 722 ' 

/ai= 10432962 /ug=Hs.281895 /len=1769 


AK021722 


Hs.281895 




1 1323 


0.001 393 


inhibitor of l^appa light polypeptide gene 
enhancer in B-cells, kinase beta (ikBKB), 
mRNA 


XM2032491; 






11345 ' 


0.000719 


HT001 protein (HTOOI), mRNA . 
/cds=(242.1204) /gb=NM_014065 
/gi=7661837 /ug=Hs.279040 /len=1402 


NM_014065 


Hs.279040 


NP;^054784 


11357 : 


.3.07E-05 


splicing factor 3a/subunit 1, 120kDa 
{SF3A1), mRNA /cds={1 32,251 3) 
/gb-NM. 005877 /gi=201 27483 
/ug=.Hs.406277 /len=2944 


NM_p05877 


Hs.406277 


NP^0P5868 


• 11414 


1.38E-05 


solute carrier family 25 (mitochondrial 
carrier; phosphate catrien), member 3 
(SLC25A3), nuclear gene encoding 
mitochondrial protein, transcript variant 
lb. mRNA/cds=(49,1134) 
/gb=NM_002635 /gi=4505774 
/ug=Hs.78713/len-1330 


NM_002635 


Hs.78713 


NP^005879 


11462 


3.07E^5 


ta10c07.x1 

Soares_totaLfetus_Nb2HF8_9w cDNA 
clone IMAGE:2043660 3', mRNA 
sequence /clone=IMAGE:2043660 
/clone_end=3' /gb=AI581285 /gi=4565661 
/ug=Hs.3096977len=467 


AI581285 


Hs;309697 ' 




11595 


0.000173 


hypothetical protein FLJ221 04 
(FLJ22104), mRNA/cds=(63.1127) 
/gb=NM_022918 /gi=12597666 
/ug=Hs. 1 83887 /len=2952 


NM_022918 


Hs. 183887 " 


NP_075069 


11684 


0.001001 


CUNA. rLJ^Ioll TIS, ClOne UULOzlO/. 
/gb=AK024964 /gi=1 0437390 
/ug=Hs. 1 73933 /len=321 6 


AK024964 


nS,1 /-0900 


KID nnccQc 


11688 


0.000173 


hypothetical protein from clone 24796 
(LOC57146), mRNA /cds=(1 13,598) 
/gb=NM_020422 /gi;=21361853 


NM_020422 


Hs.27191 


NP_065155 


/ug=Hs:27191-/len=1683 — 
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11 693' 


0.001001 


cell adhesion molecule-related/dowri- 
regulated by oncogenes (CDON), pfiRNA 
/cds=(1 ,3723) /gb=NM_016952 " 
/gi=8393083 /ug=Hs. 159565 /len=3986 


NM^16952 


Hs.159565 


NP_058648 


11751 


3.07E-05 


NADH dehydrogenase (ubiquinone) 1, 
subcomplex unl<nown, 2, 14.5kDa 
(NDUFC2),.mRNA/cds=(151,510) 
/gb=NM_004549 /gi=19923255 
/ug=Hs.193313/len=2168 


NM^004549 


Hs;i93313 ; 


NP^00454d 


11807 


.0.000681 


peptidylprolyl isonnerase '(cyclophilin)-like 
1 (PPikI ), mRNA /cds=(222,722) 
/gb=NM_016059 /gi=22035675 

/ug=Hs.27693/len=1723 


NM_016059 


Hs.27693 • 


NP_057143 


1.1834 


0.000274 


hypothetical protein LOC93550 
(LOC93550), mRNA /cds=(2 17,2400) • 
/gb-NM_1 74890 /gi-28376663 
/ug=Hs.377945 /len=3256 : 


NMj74890 


Hs.377945 


NP_77755d 


11909 


3.07E-05 


HRD1 protein (HRD1), transcript variant 2; 
mRNA/cds?:(95,1948)/gb-NM 172230 
/gi=27436926 /ug=?Hs.33481 9 /len=3074 


NM J 72230 


Hs.334819 


NP_757385 


11912 


9.46E.06 


hypothetical protein MGC40157 
(MGC40157), mRNA /cds=(106,498) 
/gb=NIVI_1 52350 /gi=22748758 . 
/ug=Hs.295362 /len=1250 


NM_1 52350" 


Hs.29.5362 


NP^68£i563 


11939 


1.38E-05 


tyrosine STmonooxygenase/tryptophan 5- 
monooxygenase activation protein, 
gamma polypeptide (YWHAG), mRNA 
/cds=(1 92,935) /gb=NM_01 2479 
/gi?21464100 /ug=Hs.250O1 /len=3747 


NM^012479 

/ 


Hs.25001 


NP^03661 1 


11962 


8.88E-06 


aquaporin 3 (AQP3), mRNA . 
/cds=(63,941)/gb=NM_004925 • 
/gi:^22165421 /ug=Hs.234642 /len=1835 


Nli/I_004925 


Hs.234642 


NP_004916 


12005 


0.000153 


EST(no44ed3.s1 NCLCGAP_Pr23 cDNA 
clone IMAGE: 11 03548) 


AA622352 






12037 


2.07E-05 


EST(E3T58819 Infant brain 3' contains . 
Alu repeat) 


AA351153 






12056 


4.31E-05 


EST(ak48e09 s1 Scares testis NHT clone 
IMAGE:1 409224 3') 


AA860225 






12112 


0.000326 


EST(xu58f0$.x1 NCI_CGAP_Ut1 clone 
IMAGE:2805917 3' TR:035371 035371 
PERIPHERIAL BENZODIAZEPINE 
RECEPTOR ASSOCIATED PROTEIN) 


AW511419 




NP_073572 


12182 


0,000328 


Williams-Beuren Syndrome critical region 
protein 20 copy B (WBSCR20B), mRNA 
/cds=(984, 1 448) /gb=NM_145645 
/gi=21717802 /ug=Hs.406306 /len=1634 


NM_145645 


Hs 406306 


NP_663620 
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12261 


o:ooio2i 


UI-E-EO1-aid-o-06-0-Ul.s1 UI-E-E01 
cDNA clone UI-E-EO1-aid-o-06-0-UI 3', 
fnRNA sequence /clohe=UI-E-EOl -aid-6- 
06-0-UI /clone_end=3' /gb=BM677516 
/gi=18987412 /ug.=Hs;443680 /len=1044 


BM677516 


HS.443680 




12383 


0.000356 


Sacbharomyces cerevisiae chrombsome 
XII, complete chromosome sequence 


NC_001144 






12390 


3.07E-05 


UI-H-EDO-awy-a-Ol-0-Ul.s1 
NCI_CGAP_EDO cDNA clone 
IMAGE:5825160 3', mRNA sequence 
/clone=IMAGE:5825160/clone_end=3' 
/gb=BQ017647 /gi=1 9752924 
/ug= Hs.1 24747 /ien= 1445 


BQ017647 


Hs.124747 




12426 


0.000636 


6025901 45F1 NlH_MGC_76cDNA clone 
IMAGE:4724074 5', mRNA sequence 
/clpne=IMAGE;47240747clone_end=5' 
/gb=BG564169 /gi=13571821 
/ug=Hs.444093 /len=792 . 


BG564169 


HS.444093 




12477 


0.000117 


602022714F1 NCI_CGAP_Brn67 cDNA 
clone IMAGE:4158098 5', mRNA 
sequence /clone=IMAGE.41 58098 
/clone_end=5' /gb=BF347758 
/gi=1 1295353 /ug=Hs.280146 /len=738 


BF347758 - 


Hs.280l46 




12512 


0.000158 


nx84b05.s1 NCLCGAP_GCB1 cDNA 
clone tMAGE:1268913 3'. mRNA 
sequence /clone=IMAGE: 126891 3 . 
/clone^end=37gb=AA720890 
/gi=2737025 /ug=Hs.291473 /len=268 


AA720890 


Hs.291473 




12515 


0.000158 


stress 70 protein chaperone, microsome- 
associated, 60kDa (STCH), mRNA 
/cds={37,1452j7gb=NM_006948 . 
/gi=24431965 /ug=Hs.352341 /len=3998 


NM_006948 


Hs. 35234 1 . 


NP_008879 


12544 


0,001164 


cDNA FLJ33247 fjs. clone ' 

ASTRO2004974. /gb=AK090566 

/gi=21 748752 /ug=Hs.349938 /len=3175 : 


AK090566 


Hs.349938 


NP^076936.1 


12583 


0.000326 


Novel, ORF+3(45~300) 








12603 


0.001116 


BX09415^ Sdares fetal liver spleen ' 
1NFLS cDNA clone IMAGp998P1 7654. 
mRNA sequence ' 
/clone=IMAGp998P17654_;JMAGE:2936 
32 /gb=BX094154 /gi=27826950 
/ug=Hs.12962/len=768 


6X094154 


Hs.1 2962 




112608 


8.81E-05 


mRNA; cDNA DKFZp586L08l (from clone 

/gi=5262727 /ug=Hs.432862 /len=2159 


AL08g234 


Hs'.43^862 


NP_060312:1 


12615 


0.000153 


No significant match, low complexity 








12794 


0.001443 


ribosomal protein L12 (RPL12), mRNA 

/cds=(89,586) /gb=NM_000976 

/gi=1 5431 291 /ug=Hs.405042 /|en=632 


NM^000976 


Hs.^06042 


NP_000967 
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Spot 


p-yalu 


' pescriptipn' 


Accession 


' iJnigene 


Protein 

Accession 

No. 


12835 


3.64E-05 


AGENCOURT_8B56629 
Lupski_sciatic_nerve cDNA clone 
IMAGE:6200636 5', mRNA sequenee 
/clone=IMAGE:6200636 /clone_end=5' 
/gb=BQ9471 79 /gi=22362657 
/ug=Hs.356605 /len=1277 


BQ947179 


Hs,356605 

.... .. 




12880 


1.38E-05 


EST(cPNA clone IMAGE: 1470581 3" ) ' 


AA873731 




NP 004087 


12901 


0.000(559 


ESTs,cDNA/clone=lMAGE: 1203867 
/gb=AA640737 /gi=2565987 
/ug=Hs.336767/len=416 


AA640737 


Hs.336767 




12918 


0.000295 


cDNA: FLJ21962 fis, done HEP05564,. 
/gb=AK02561 5 /gi=1 04381 86 
/ug=Hs.7567 /len=3323 


AK025615' 


Hs.7567 




12952 


3;07E-05 


cDNA: FLJ21265 fis, clone COL01584. 
/gb=?AK0246l 8 /gj=1 0437333 
/ug=Hs.306728 /len-2233 


AK024918" 


Hs.306728 




12981 


6.97E-05 


selenoprotein H {SELH), rfiRNA 
/cds=(243,61 1) /gb=NIM_170746 
/gi=25014108 /ug=Hs.29b874 /len=834 


NM_170746 


Hs.290874 


NP^734467 


13047 


0.000295 


novel 








13058 


5.82E-05 


No significant match, ORF+1(1~237),- 
3(47-832) . . 








13064 


1,38E-05 


No significant match (ORF> 
1:37~186[150]) 








13095 


0.000316 


No significant match, ORF-3( 30-^1 98) 








13197 


0.000298 


similar to rat nuclear ubiquitous casein 
kinase 2 (NUGKS), mRNA /cds=(67,558) 
/gb=NM_022731 /gi=12232386 . 
/ug=Hs.il8064/len=1811 


NM_022731 


Hs! 118064 


NP_073568 


13230 


0.000295 


ATP-binding cassette, sub-family E 
(OABP), member 1 (ABCEI), mRNA 
/cds=(1 18,1917) /gb=NM_002940 
/gi=4506558 /ug=Hs.12013 /len=3568 


NM_^0p2940 


Hs. 12013 


NP_002931 


•13330 


0.001164 


bridging integrator 2 (BIN2),. mRNA 
/cds=(39, 1 736) /gb=Nl\/l_6l 6293 
/gi=7706486 /ug=Hs. 1 4770 /len=2206 


NM_016293 


Hs.14770 


NP_057377 


13338 


0.000523 


solute carrier family 30 (zinc transporter), 
member 5 (SLC30A5), mRNA 
/cds=(202,2499) /gb=NM_022902 
/gi=20070322 /ug-Hs. 129445 /ien=2952 


NM^022902 


Hs. 129445 , 


NP_076960 


13364 


8.5E-06 


hypothetical protein BC0095 18 
(LOC90799), mRNA/cds=(59,2524) 
/gb=NM_1 38363 /gi=1 9923898 
/ug=Hs. 1 35265 /ien=2705 


NM_1 38363 


Hs. 135265 


NP_612372 


13512 


0.000928 


EST EST384986 MAGE resequences," 
MAGL 


AW972891 




NP_078939 



1 i. 
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Spot 


p-ya|iie 


Description 


Accession 


Unigen 


Protein 

Accession 

No. 


13761 


6.73E-05 


optic atrophy 1 (autosomal domjnant). 
(OPA1), nuclear gene encoding 
mitdchohdrial protein,' transcript variant 8, 
mRNA /cds=(56,3103)7gb=NM_1 30837 
/gi=18860844 /ug=Hs.147946 /ien=6029 


NM J 30837 


Hs. 147946 


NPl,570850 


13789 


0.000357 


cDNA FLJ31 372 fis, clone 
NB9N42000281 . /gb=AK055934 
/gi=16550786 /ug=Hs.89388 /len=2606 


AK055934 


Hs.89388 




138.12 


0!001554 


plasminogen activator, tissue (PLAT), 
transcript variant 1, mRNA ? . 
/cds=(209, 1 897) /gb=NM_000930 
/gi=14702165 /ug=Hs.274404 /len=2653 


NM^000930 


Hs.274404 


NP_1i27509 


13818 


3.07E^05 


bladder cancer-related protein (LHX) 
gene; partial.3'UTR sequence 


AY034106 




NP_002856 


13854 


3.07E-05 


palmdelphin (PALMD), mRNA 
/cds=(286,1941) /gb=NM_017734 
/gi=16306484 /ug=Hs.14606 /len=2581 


NMl,0l7734 


Hs.14606 


NP_060204 


13863 


0.001021 


cDNAFLJ 14844 fis, clone 
PLACE1 0001 33. highly similar to 
TRANSCRIPTION FACTOR BTF3. 
/cds=(91 ,567) /gb=AK027750 
/gi=14042660 /ug=Hs.93748 /len=2203 


AK027750 


Hs.93748 • 


BAB55342.1 


13869 


0.00135 


peptidylprolyl isomerase C (cyclophilin C) 
{PPie).mRNA/cds=(88,726) 
/gb=NM_000943 /gi=20149506 
/ug=Hs.1 10364 /len=1015 


NM_000943 


Hs. 11 0364 


NP_000934 


13903 


,0.000791 


CDNA FLJ32300 fis, clone . 
PROST2002227. highly similar to M- 
PHASE PHOSPHOPROTEIN 10. 
/gb=AK056862 /gi=16552379 
/ug=Hs.201676/len=2334 


AK056862 


Hs.201676 


NP_0d5782 


13954 


0.000492 


EST nw48e08.s1 NCI_CGAP_Ew1 
IMAGE:1249862 


AA730589 






14039 


9.41BE-06 


hypothetical protein FLJ1 0038 
{FLJ10038), mRNA /cds={1 67,577) 
/gb=NM_017976 /gi=8922197 
/ug=Hs.181202/len=1461 


NM^017976 


Hs, 181202 


NP_060446 


14081 


0.000316 


mRNA; cDNA DKFZp434H2019 (from 
clone DKFZp434H2019) /gb=AL1 37535 
/gi=6808211 /ug=Hs. 15806 /len=1974 


AL1 37535 


Hs. 15806 


NP_1 16212.1 


14094 


0.000112 


EST (wh67d04.x1 NCLCGAP_Kid1 1 

IMAGE;2385799 3') 


Al 766049 




T08781 


14166 


0 00144"^ 


HCHON2001200. /gb=AK095855 
/gi=21755199 /ug=Hs.30089 /len?=2950 








14247 


2.76E-05 


clone IMAGE;4836898, mRNA 
/gb=BC042527 /gi=27502923 
/ug=Hs,434231 /len=2935 


BC042527 


Hs.434231 





I 
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Spot 


p-value 


b scription 


Acc ^ibn 


Unigene 


Protein. 

Accession 

No. 


14291 


0.000377 


calmodulin 2 (phosphorylase kinase, 
delta) (CALM2), mRNA/cds=(69,518) 
/g6=NM_001743 /gi=20428653 
/ug=Hs.425808/len=1128 


NM;^001743 


Hs.425808 


NP^P01734 


14371 


0.000356 


EST391381 MAGE resequences, MAGP 
cDNA, mRNA sequence /gb=AW979271 
/gi=T81 70559 /ug=Hs.293184 /len^577 


AW979271 


Hs.293184 




14399 


3.37E-06 


EST, clone 25032 mRNA sequence 
/cds=UNKNOWN /gb=AF131764 
/gi=4406586 /ug=Hs. 13399 /len=1 798 


AF131764 


Hs.396998 


NP_0719i9 


14427 


0.000463 


EST(cDNA clone IMAGE:2420325 3" ) 


AI814793 




NP 005617 


14455 


0.001532 


No significant match, ORF+3(135~404) 








14501 


0.000716 


No significant match 








^45^7 


0.000295 


xq09e02.x1 NCI_CGAP_Ut1 cDNAcjone 
IMAGE:2750138 3' similar to contains Alu 
repetitive elehient;, mRNA sequence 
/clone=ll\/IAGE:27501 38 /clone_end=3' 
/gb=AW517395 /gi=7155477 
/ug=Hs.445194/len=519 . 


AW5 17395 


Hs.445194. 


NP_P64622:1 


14626 


0.000949 


cDNA FLJ31439 fis, clone 
NT2NE2000707.7gb=AK05600l 
/gi=16550873 /ug=Hs.349656 /len=2009 " 


AK056001 


Hs.349656 


NP_060312.1 


14784 

.. • ■ 


0.000882 

■ 


ak04g10.s1 

Soares_parathyroid_tu,mor_^NbHPAcDNA 
clone IMAGE:1405026 3" similar to 
contains Alu repetitive element;, mRNA 
sequence /clone=iMAGE: 1405026 

/cione_end-3' /gb=AA845596 - 
/gi=2933355 /ug=Hs.275849 /len=525 


AA845596 


Hs.275849 


NP_060312.1 


14785 


0.000492 


cDNA FLJ37586 fis, clone 
BRCOC2005903. /gb=AK094905 
/gi=21 754065 /ug=Hs. 141269 /len=2373 


AK094905 


Hs.141269 




14834 


0.000743 


component of oligomeric golgi complex 1 
(COG1), mRNA /cds=(27,2969) 
/gb=NM_p18714 /gi=21237782 
/ug=Hs.283109 /len=3047 


NM_018714 


Hs.283109 


NP_061184 


14849 


0.000135 


cDNAFLJ1 1469 fis, clone 
HEMBA1 001658. /gb=AK021 531 
/gi=10432731 /ug=Hs.224398 /len=1665 


AK021531 


Hs.i224398 


1 


14939 


0.000492 


control 
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TABLE 4 : 102 EST sequences relating to "no -significant match" in 
<210> 1 
'<211> 110 
<2i2> DNA 
<213> Human 

<400> 1 

acacaacgta acaataaeat atttagccaa tgtagtagac tgctatataa tacattagag 

tgtcaattca ttccgtttac agccccattg ggtgtcaaat tttttttgtt 

, •• / ' ' ; ' ' ' . • . 

<210> 2 ' ^ ' • 

<211> 530 

<212> DNA . ; 

<213> Human . , 

<220> 

<221> misc_feature 

<222> (16) . . (16) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (19) . , (19) 

<223> n is a, c,, g, or t 
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<220> 

<221> mis cofeature 

<222> (25) . . (25) 

<223> n is a, c, 9r pr 

<220> * . . 

<221> mise_feature 

<222> (38) . , (38) 

<223> n is a, c, g, or 

<22b> 

<221> misc_feature 

. <222> (40) . . (40) 

<223> n is a, c, g, or 

<220> 

<221> .: lmisc_f eature 
<222> (42) . . (42) 
<223> ri is a, c/' g> 

<220> 

< 2 2 1 > mi sc_f ea ture 
<222> (44) . . (44) 
<223> n is a, c, g,/ 

<22p> 

< 2 2 1 > mis cofeature 
<222> (64) . . (66) 



<22 3> is a, c, g, or t 
<220> 

<22i> misc_f eaitufe 

<222> (70) . . (71) 

<223> n is a, c, g, or' t 

<22 0> 

<221> mis.c_f eature 

<222> (81) . . (81) ' ; 

<223> n is -a, c, g, or t 

<220> 

<221> misc_f eatuire . 

<222>.^ ,(86) . . (86) 

<223> n is a, c, g, or t 

misc_f eature. 
(89).. (89) 
n is a> c, g, or t 

<220> 

<221> misc_feature 
<222> (117) . . (117) 
<223> n is a, c, g, or t 



<220> 
<221> 
<222> 
<223> 



<220> 



. < 2 2 1 > mis c_f <e a tur e 

-<222> (121) . . (121) 

<223> n is a, c, g, 

<220> 

<221> misc_f eature 

<222> (123) . . (123) 

<223> n is a, c, g, 

<220> 

<221;> mis c_f ea t ur e 

<222> (135) : . (135) 

'<223> n is a, c, g, 

^220> 

<221> misc_feature 

<222> (143) . . (143) 

; <223> n is a, c, g, 

<220> 

<221> misc_f eature 

<222> • (177) . r (177) 

<223> n is a, c, g 

<220> • 
< 2 2 1 >* mi 'sc_f eature 
<222>; (179) . . (179) 

<223> _ n is a, e, g 



<220> 

<221> misclfeature 

<222> (181) . . (181) 

<223> n is a, c, g, pr t 

<22 0> 

.<221> misc_^feature 
<222> (193) . . (194) . ; 

<223>; ^ is a* c, g, or t • 

■ ■ , - • ■ . ■ - ' . . ".. -'I 

<220> 

<221> misc^feature. 

. <222> (209). /(210) 

<223> n is a, c, g, or t 

<220> . 

<221> misc__f eature 

<222> (215) , : (215) 

<-22.3>; n is a, c, g, pr t 

<220> 

<221> misc^f eature 

<222> (217) . ..(217) 

<223> n is a, c, g, or t 

<220> 

<221> misc_^f eature 
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<222> (221) . .1221) 

<223> n is a, c, 9/ or t 

<220> 

<221> misc^feature 
<222> ' (228) . . (228) 
<223> ' n is a, c, g, or t 

<220> 

<221> misc^feature 

<222> (233) . . (233) 

<223> n is a/ c, g, or t 

<220> 

<221> misc__feature 
<222> (236)^.(236) 

<223> n is a, c,. g, or t 

<220> 

<221> misc__feature 

<222> (243) .. (243) 

<223> n is a, c, g, 9V ^ 

<220> 

<221> misc_feature 

<222>. (251) . . (254) 

<223> n is a, . e, g, or t 



<220> ' . . 

<221> misc_feature ^ 

<222> (270) . . (270) 

<223> n is a, c, g, or t 

<220> 

<22i> misc_feature 
<222> (272) . . (272) 
<223>^ ri is a, e, g, or t 

<220> . 

<221> misc_^feature 

<222> (274):... (275) 

<223> n is a, c, g, or t 

<220> . • 

<221> misc^feature 

<222> (283) , . (283) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 
<222> (292).. (293) 
<223> n is a; c, g, or t 

/' 

/" 

<220> 

<221> Tnisc_feature 
<222> (299) .. (299) 
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<223> n is a, c, g, or t 
<220> 

;<221> misc_feature 
<222> (303) (303) 

<223> n is a, c, g,: or t 

<220> 

<2!21> misc^feature ■ 

<222> (307) . . (307) 

<223> n is a, c, g, or t 

<220>. 

<221> misc_feature 

<222> '(312) . . (312) ; 

<223> n is a, c, g, pr t 

<220> * . • 

<221> ,misc_feature 

<222> (319) (319.) 

<223> n is a, c, g, pr t 

<220> 
<221> 
<222> 
<223> 



misc_feature 
(324) . . (325) 
n is a, c, g, or t 



<;220> 



<221> misc_feature • 

<222> (328) (329) 

<223> n i.s.a, c, g, or t 

<220> 

<221> misc_feature 

■ ■ ^ 

<222> (342) . . (342) 
\<:223> n isa,^c, g, or t 

<220> . 

<221> mis Cofeature 
<222> : (345) . . (345) 
<223> m is a, c> g, pr t 

<220> ■' 

<221> misc_feature 

. <222> (366) (366) 

<:223> n is a, c, g, or t 

<220? 

<22i> misc^feature 
■ <222> (377) . . (377) 

<223> li is a, c, g, or 

<220> 

<221> misc__feature f 

<222> (382) . . (382) 

<223> n is a, c, g, pr 



<220> ' . / 

<:22l> misc_feature : . 

<222> . C391K . (391K - ' ^ \ ' ■ ■ 

<223> n is a, ,c, g, or t 

<22b> . ' ■ : 

<221> misc_feature . ' " 

<222> (395) . . (395] : 

<223> n is a, c, g, or t 

»■■'■.■ • ' •■ . 

<22Q> > . . . . . 

.<221> mise_feature ' 

<222> (400) . . (400) ^ • 

<223> :n IS aV c, g, or t • . 

<^20> . * : 

<221> misc_f eature 

<222> (412) , . (413) ; , 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 
<222> ' (422) /. (422) 
. <223> n is a, Cf g, or t , 

<220>. 

• <221> Tnisc_feature 

t ■ : ' 
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<222> (424) . . (424) 

' • . ■ r 

<223> n is a', c, g, pr 



<220> 

<221> misc_feature 

<222> '.(426) . ..(426) 

<223> ii is a, c, g, or t 

<220> * - . 

<221> misc_feature 

<222> (433) . . (433) 

<223> n is a,, c, g/ or t 

<220> 

<221> misc^feature 

. <222> (439) . . (4.39) 

<223> n is a, c, g, or t 

<220> 

<22i> misc^feature 

<222> (442).; (442) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (452) . . (452) 

<223> n is a, c> g, o^ t 
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<220> 

<221> misc^feature 

<222> (460) . . (460) 

<223> n is. a, e, 9/ or t 

<220> 

<221> misc_feature 

<222> (463) . . (463) 

<223> n IS a, g, g, or t 

<220> 

<221> misG^^f eature 

s_ ■ 

<222> (471) (471) 

<223> n is a, c/ g, or t 

<220> 

<22i> misc_feature 

<222> (495). . (495) 

<223> n is a, g, or t 

<220> 

<221> misc_feature 

<222> (500) . . (500) 

<223> n is a, g, g, pr t 

<220> 

<221> misG_feature 
<222> (504) . . (504) 
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<223> n is a, c, g, or t 
<220> 

<221> misc_f eature. " . 

<222> (516) . . (516) 
<223> n is a, c, g, or t 

<400> 2 f 

gcctgttcta tacagnttnt aaat'ntcatt tcagatcntn tntntgtgat aatgaatgct .60 
gttnnntagn natcctatat natgtncgna cacatcctaa agcataggat gaaaaantga. 120 
nanccttagg atttngagca cantgccttt acctgaatat atacagcaca gttctgnant . 180 
ncctggcgtg fegnnactgga gatctctann aaaangnata nagtgggngg gcnctntggc 240 

gcntgccggt nnnncctaaa ttttccccan gngnnggagg ccngtcacct grincccatng 300 

,1. 

cgntctngac cngcctgtna acgnntanng gagccttagt cnctnctaaa aacacaaaat 360 

tagcenggca tgggggntgg gncccttgta ntctnagctn cttgggaggc tnngccagga 420 

antncncttg aanccgggna gngggtggcc tnaagtttgn ggnaaggcca ntgatcaccg . 480 

ccccttcccc tccangcccn gggngaaggg atttgngact tccgttttgg .530 

<210> 3 
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<211> 215. 
<212> DNA 
<213> Human 

<400> 3 

cggcacgagg atcaatttgc cttggaagaa eaaaaggaaa gtctggaaat gcagaaagta 60 

tggatgctga accacataac agqagatggc attgctgtga agtatactgg atggaataca 120 

ttcaagcgtt aatatttaat tctttttgtg gaaggtcaca caattaaaat ttaattgggc 180 

atggaggctt aggacggggt aaaaaagtct ttaga 215 

<210> ,4 ' ■ . • 

<211> 129 ' " 

<2i2> DNA . 
<213> Human • 

<400> 4 - • . 

gtttcttttt cctaaaacgg ttttatttaa ctcaatgtgt caaagttttt ttttaataat, 60 

cccaagaggg atgaagccgt gtccacaggg atatatacat cattatggtt cccatctttc 120 

atacatgaa 129 

<210> 5 ' ' " . ■ 



C 
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.. <2ia> 361 
<:212> PNA ; 
<213> Human. 

r 

<220> 

<221> misc_f eature 

<222>: (13) . . (14) ' 

<223> n is a, c, g, or t . 

<220> . : 
. <221> misc_fe^ture . . * 

- <222> (16) . . (16) 

<223> n is a, c, g> or t 

'<220> ^ 

<221> misc_feature . 

<222> (20) . . (21) 

<223> n^is a, c, g, or t 

: ' ' . ' ' . ' ■ ^ . ■ ■ ■ ■ • 

<22'0> , 

<221> misc^f eature 

^<222> (25) . . (28) - 

<223> n is a, c, g, or t 

<220> 

<22:1> misc_f eature 
<222>. (42) . . (42) 
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<22.3> n is a/ a^ g, or t 

<220>. . 

<221> misc_feature 

<222> (52) . . (52) 

<223> . n is a, c, g, or t 

<220> 

<221> misc_feature 

<222:> (55) , . (55) 

<223> n is a, c> g, or t 

<220> . - . 

<221> misc_feature 
<222> (57) - . ^57) ' 

<223> -nis a, c> g, or t . 

<'22p> 

<221> misc_featur^ 

.<:222> , (59) . . (59) 

<223> nis a, c, g, or t 

<220> 

<22l> misc__feature 

<222> (63) . . (63) 

<:223> n is a, c, g, or t 



<220> 



<221> misc_feature . 

<222> (65) . . (65) 

<223>, n is a, . c, g, or t 



<220> ' i 
<221=; - misc_f eature 

<222> (68) . . (68). . 

<223> n is a, e, g, or t 

<220> • . 

<221> misc_feature 

<222> (72) . . (72) 

<223> ri is a, c, g, or tt 

<220> 

<221> misc^feature 

<222> (74) . . (74) • 

<223> n is a, c, -g, or t 

<220> 

<221> misc_feature 

<222> (77) , . (77) 

<223> n is a, c, g, or t 

<220> 

<221> mis cofeature • 

<222> (91) . ..(91) 

<223> n is a, e, g, or t 
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<220> 

.<221> .misc_feature 

<222> (102) . . (102) 

<223> n is a, c, g, or t 

<220> . 

<221> misc_f eature 

<222> (117) . . (117) 

<223> II is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (127) . . (128) * 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature ' 

<222> (169) . . (169) 

<223> li is a, c, g, or t 

<220> 

<221> ;misc_-f eature 
<222> (172) . . (172) . 

<223> n is a, c, g, or t 

<220> 

<221> misG_feature 
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<222> (192) . . (192) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature - 

<222> (203) . . (203) / 

<223> n is a,, c, g, or t 

<22 0> ' 

<221> misc_feature 

<222> (243) . . (244) 

<223> n is a, e, g, or t . 

<22P> 

<221> misc_feature 

<222> (248) , . (249) 

<223> n is i, c, g, :or t 

<220> 

< 2 2 1 > mi s c_f e a tur e 

<222> (253) ;. (253) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 
. <222> (283) . . (283) 

<223> n is a, c, g, or t 
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<220>- • . - . 

<221> 'misc^feature 
<222> (288) . . (288). 
. <223> n is a, c, g, or t . 

<220> 

<221>. misc^f eature 

^ <222> (299) .. (299) 

<223> n is a, c, g, or t . 

<220> 

<221> mise_f eature 

<222>' (31$) .V (318) ' • : 

<223> n is a, *c, g, or t 

■ ; ■ ■ .- , , ■■ ^' ( - . :■ 

<220> 

<221> misc_f eature 

<222> (327) . . (327) 

<223> n is a, c, g, or t 

<220> , 

<221> misc_f eature 

<222> (334) . . (334) 

<:223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (348) . . (348) v 
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<223> n is a, c, g> or t 

<:2.2l6> ■; . ■ ^ ■ -'• ; , . 

<221>, misc_f eature . 
<222> (359) . . (360) ■ ' 

<223> n is a, c, g, or t 

<400> 5 • 

gggggctttt ttnnancggn .nccgnnnriGC cttcctggga anttttgggc enttntntna 60 
aangnggnet tncnggnaaa tgggtttttt nagggggctg gncaaaggtt ttttctntaa 120 
tgggatnngg ccggcatttt ^aaaaaaccc gctttggcct ttttgctana tnggaaaaaa 180 
tttttttaaa angcctaaga canggtttte cctteatatg ccaaactttc cctaacattt 240 
ggnntttnng :ggngggcagg gggggatttt taaaccggat ttngggtnaa aaaaaatcng 300 
gggggaattt ttggggaiiaa aaccttnggg gggnccccct ttgaaaanaa agggtgggnn 360 
g ^ ' 361 

<210> 6 

<211> 839 . 

<212> DNA 

<213> Human . ^ ' 
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<220> . 



<221> 



mis cofeature. 



<222> 



U75) . : (475K 



<223>. 



n is a, ' c, g, or t; 



<220> 

<221> misc_f eature 
<222> (556) , . (556) - 



<220> 

;<221> misc_f eature 

* .<222>' (55$) . , (559) . 

<223> n is a, c, g, or t 



<22p> ; • - 

<221> mi sc_f eature 



' <222> (585) . . (585) 

'<223> n is a, c, g, or t, 

<220> 

<221> rnisc_f eature 

<222> ^(606) . . (606) 

<223> n is a, c, g, or t 



<223> 



n is a, c, g, or t 



<220> 



<221> misc feature 
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<222>^ (644) . , (644) 



<223> n is a, e, g, or t 



<220> . \ . . . ' 

<221>. misc_f eature 

<222> (671).. (671) 

<223> n is a, g, or t 

<220> 

.< 2 2 1 > mi s c_^f eat ur e 

<222> (693); . (693) 

, <223> n. is a, C/ g, or t, 

<220> 

<221> mi sc__f eature 

' <222> (695) . . (695) 

<;223> n is a, c, g, or t 

<220> . ■ 

<:221> mise^feature 

<222> - (714) . . (714) 

<223> n.is a; c, g, or t 

<220> 

<221> misc_feature 
<222> (742).. (742) 
<223> n is a, c, g, or t 
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<220> 

<221> misc_f eature 

<222> (744) .> (744) 

<223> n is a, g, g, or t 

<220> 

<221> mi sc_f eature 

<222> (756) . . (756) . 

<223> n is a, e> g, or t 

<220> 

<221> misc_f eature 

<222> (765) . . (765) 

<223> n is a, c, g, or t 

<220> 

<22i> mis cofeature 

<222> (768) i . (768) 

<223> n is a, c, g, or t 

i 

<220> 

<221> mi SG_f eature 

<222> (808) . . (808) 

<223> n is 3l, c, g, or t 

<220> 

- <221> mis cofeature 

<222> (815) . . (815) 
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<223> n is a, c, g, or t • ' 

<220> 

<221> misc_f eature ■ 

<222> (823) . . (823) 

<223> n is a, c, g, or t 

<220> 

<221> mi sc_f eature 

<222> (830) . . (830) 

<223> n is. a, c, g, or t , 
<220> 

<22T>- niisc_f eature 

. <222> (837) . . (837) 

<223> n is a, c, g, or t . 

-\ . " ■ . ■ ■ ■ 

■ • • • • ■ - 

<400> 6 

ctcgtgccga attcggcacg agcaaagtac ctggacttta tggaatcctt ctatacttca 
ttgtcaatca tttattggtt ctaaaaagga tcggacaatg tgctatttca gggaagccaa 
tgttttggag taaaatgcac aaataatttc tcttgccttg caaacacatt tttttttctg 
tcattgcaat gtgeacaaag ggccacgagg atctacaaga aagcctgcct tattctgacc 
^gg^gtgggg agctgacaag aggcttcaca gagcaggtga tgtttagaga ggaatgtctc 
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ccatttccta gtagcctgtg aggctctcaa aaccgggaat caagtttccq ttctgaactc - 360 



agttcteaat cgtgtaggga tagggttccc aggtgtgcct ctatg[tgtag aggctctatt 420 



ataecctgga tacacattga tatgcatgtg caatgctgga atcaccagcc eceangtcct 4 80 



cctcccaaat gtgcatgtfct tttgaeccat gtcacattta attttttttt tcaattgacg 540 



ggtttttagg gcaaantthc caaa^catcc cccactttgc catantcccc tgtcattcca ' 600 



tattgpettg cactgac^tg attcactcat tgatattgcc tgthgcgttc ctatggqctt 660 



tgagtttgca nactgggttt gggggaaacc carignaaaaa aacctetttg aaaiiggggaa 720 



cccecccaat ggtgggggaa ananaactgg actttntttg ggagnccnga . atttgctctt 780 



gaccaggcag ggacctggga Gcctgaangc ttttntaatc ttnggggccn gaaaatntg 839 



<2lp> 7 - 
<211> 118 
<212'=i DNA 
<213> , Human 

<40P> 7 ■'. ' ' 

atgggaaagt gtgtaagatt tagaaaaagc attaactatt agtaaacttt atcttaagqt 60 
ctaacctttg attaggtccc acaaaaatta ggtgatatgc aatttctaat ttagggcG 118 
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^2ao> 8 ' , • ' - . . _ • , 

' <211> 197 ' 
<212> DNA - . . . • 

<213> Human. , 

<400> 8 ... 

gttgcagtga gccg'agatca taccactgca qtccagcct^ ggcaacagag cgagactcgg 

tcaaaagaaa aaaaaaaagg ggagctgggc gtgggtacta atgccgftaat eccaggcctt 

tgggaatccc aggcaaggtg gcetttaggg caaggagttc ggaacctccc tgctiaacagg 180 
taaaccccct ttccctt . . 197 

<210> 9 

I <211> 250 . . . . ■ . • ."^ 

■ <212> DNA ^ . . 

<213> Human 

<400> 9 

gagaccaagg ccgccccgct ctggtctcag accagttgtg ctgctcttgc tctggctcag 60 

ctggtgtggg gcgcaggcgg gaaacgagac ctctagcatc tggdtgaagg ctctgceaag 120 

ctcctcttca gggctgcagt ctgcctgcct gcatataccg acttggccag acactgctgc 180 
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taaiattccag ggactctttc " tcccctcGte tgctctccag ccaatecttg aggatttaat 



240 



. aaqtggaagg 



250 



<210> 



10 



<211> 



680 



} ■ 



<212> 



PNA- 



<2a3> 



Human 



• <220> 



^<221> misc_f eatiire 

<222> (433) , . (433). 

<223>. n is a/ c, g, or t 

<220> 



<222>, (600) . . (600) 

<223> n.is a, c, g, or t 

<220> 

<22.1> misc_f eature 

<222> (615) . . (615) 

<223> n is a, c, g, or t 

<220> 



<221> 



misc feature 
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<221> misc_f eature 

<222> (626) , , (626) . . ■ 

<22 3> n is a, c, g, or t 

<220> \- \ 1 

<221> ,misc_f eature 

<22:2> (645) . . (^45) 

<22 3> n is a, c, g, or t 

■ <220> _ ■ ■ ^ , ' ■ " ■ . 
<221> misc_f eature 

<222> (661).. (661) / . ^ 

<223> n is a, c, g, or t . 

<400> 10 . : 

caecaaagaa gcaagagggc tttcttttgt ttctggggac aataactaac tttaatttgc 60 

■ tcttcaagaa gaaggaagct gggtatatag gggaatggca gaagtgctcg cagatgaacc 120 
atgaggagca tggtctttaa gaacatgctg ' agaaggaagc aaeac^gact ccatcaictgg , ^180 
gggaagcacc tgaatagagc actggtaaag gccagtctgt ggacctgagg ccagaggaga 240 
tgceaggggt ccagatttca tggcccacag . aaacggaact gatcatattt ggttgctggc 300 
cagtgttcca tagaccaaga aggctggtag caagtataga ttcctctaca tagcttgaca 360 
ggagaagaga aagggigaatg tagcaeacag gatgcagcag gtgaataaga aaacctcctt 420 
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ttcccaggtt ggngacagtg 



agtgatctac 



agtgatactc aaaagattgt gattggtgtg 



480 



ggaattcctg tctcaatatg 



caatetgcca 



agaa^acact gtgatggttfc cctgtaaagt 



540 



aaecctcttt tcttatctct 



aatttcacaa 



gactcttaaai tgagaggggg gggagaaagn 



600 



gttctttctc actcnectaa aactgngggt ctgcetggag aaaanctaca tctgcacaga 660 



<210> 11 . 
<211> 318 
<212> DNA 

<213> Human > : ' .< 

.<:40p> 11 . • 

cctgcagagt actccatgga aacaattgcc gagcacgtgc tcgcaatttg ccgagcacgg 60 
tccggtttga actcctagac taagactagg taggtgatac ataccttctt CGcaccaagt 120 
actcacgatc caaactatga attttagatt cggatcaaac gaggaittgat cegagggacc 180 
aacgttgtga taaatcttaic gtcgtcttat atattaagtt tttgtggagg atcggataag 240 



riaatgctggt tagceaggaa 



680 



tctatagtgt ttgtcacaga 



tagtcccgta 



ccacacccca gaccatagga gtcgctctcc 



300 
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ggaccgcggt ctaatggg 



318 



<210^ 12 . 
<211> 155.. 
<212> DNA 
<213> - Human 



<400> 12 

tctcacattg gacat:actca aaattcactt ataatcttca caccaccaaa aacttaecca 60 



tatcaaatta taaacceacc cacattactt aaaatttttt acatttccca ataaaaaacc 



caaataaaca. aaaacttcca atctccattt aaaat 



120 



155 



<210> 13 
<2li> . 125 « ■ 

<212> DNA • \ , . 

<213> Human 

<400> 13 

aataaagaaa catgccctct aatatatgaa ttcatcacac aacacgcaca ctgtccccac 60 
aaacaccttt ttggtgtcaa gaagaaaaag actagcttca ctgaacagag aaatgctgga 120 



cagtg 



125 
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<210> X4 

<211> ' 168 

<212> DNA 

<213> Human 



<220> ■ 

<221> misG^f eature 

<222> (6) . . (6) ; 

<223> n is a, c, g, or t 

<220> 

<:22^1> misG_f eature • 

<222> (15) . . (15) ' 

<223> n is a, c, g, or t 

<220> 

<22l> misc_f eature 

<222> (37) . . (38) 

<223> n is a, c, g, or t 

V 

<220> 

<221> mis Cofeature 

<222> (47) , . (47) 

<223> n is a, c, g, or t 

<220> 
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<221> misc_feature • • ' /' ; . 

<222> . (56)\ , (57) 

<223> n is a, c, g, or t , . 

<220> . . 

<221> misc_f eature 

<222> (94) . . (94) 

<223> n is a, c, g, or t - ' 

<220> , .. ' 

<221> misc_feature ' ^ 

.... '•■..■'■«*_ ' ■ , ' . • ■ - . 

<222> (127) ... (127) ' . . " " \ " 

<:223> n is a, c, g, or t ' 

<22o> ■ ... . . ' . ' \ . . ' . ' 

<221> mis cofeature - 

<222> (155) , . (155) 

<223> n is a, c> g, or t 

<220> 

<22i> inisc_f eature 

<222> (157) . . (157) • : 

<223> n is a, c, g, or t / • 

<400> 14 • 

ggcccntggg ggggnagggc cttttcgggg ccggggnngg gcccccnttt ggcccnnggg 60 
gggtttcccg gggaacccaa cectttaagg ggtngggggg aatttccccc caaaaaaagg , 120 
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gaaaaanttt tccggggggc cGacecggga agggritnccg gggaaggg 168 

.<210> .15 . . . * 

<;21i> 438 . ' ; ' 

<212>. DNA . . ♦ .\ 

<213> Human • ■ _ ' ' ' ' 

<4oo> 15 ' , . . ; ^ 

aaaaaacttc, tttatagftcc ttatatattt ttaattgttt afegttagggg aagctataga 60 

ggaacaa:att tgggatagaa atatiaaggct gggattacag gcatgagcca ccaagcccgg 120 

cccacatttc catttttaat atatactgtg ctttaeaa^t attataatat gttttaaaat * 180- 

atgttcacag aagcacctgg tctgtgaatg gcatgccagc attaaaaaaa ataageattc 240 

tttgaatata tatttagttt tttaatgtgg taggaaaatc aaagccagag ggagtagaaa 300 

caaaatttgt gattttctaa atacttcttg gctgcaggga agaaaccacg tcccaggcga 360 

■ . ' . ^ ^ ' ■ • 

agtcctacct aatttgatga taaaattaca tggaagggat tcttgttggc atgaggacct 420 

' 1 . ... 

accaagatgg tcaacaga 438 
<210> 16 
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<2il> 235 

<212> , DNA * 

<213> Human 

<220> , . 

<221> misc_f eature 

<222> (5) (5) ■ 

<223> n is a,, c, g, or t 



<220> • ,• 

<221> misc_feature 

<222> (15;):. ^ (15) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (39) . . (39) 

<223>. n is a, c., g, or t 

<220> 

<221> misc_f eature 

<222> (47) . , (47) 

<223> n is a, c,. g, or t 

<220> 

<221> misc_f eature . 

<222> . (52) . . (52) 
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<223> 



n i s a , c , g , or t 



<220> 

<221> misc_feature 

<222> (69) . . (69) 

<223> n is a, c, g, or t 

<220> ) 

<221> misc_feature 

<222> (154) (154) . . 

<223> n is a, c, g, or t 

:<220> 

<22l> misc_f eature ' 

<222> (207) . . (207) . ^ . 

<223> n is a, c, g, or t 

<c220> 

<221> misc_f eature 

<222> (217) . . (217) 

<223> n is a, c, g, or t • . 

<400> 16 • ' 

aaggnctttt ceggnccggc ccggcccecc ttggcccang ggggttnccg gnaaaccacc 

ctttaaggnt tgggggaatt cccccaaaaa aggaaaaaat tttcccgggg gcccacccgg 

aaagggggaa ggccGccaaa accggggggg gggnaaaaag gtgggtttcc ccctttttcc 
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aattcccaaa accaatttcc aaaaggnaaa ccaacciittc ccaaaatggg aaagg 235 



<210> 17 

<211> 294 

<212> DNA 

<213> Human 



<220> 

<221> misc_f eature : 

<222> (18) . . (19) 

<223> n is a, e, g, or 

<220> 

<221> misc_f eature 

<222> (27) , . (27) 

<223> n is a, q, g, or t 

<220> 

<2 21> misc_feature 

<222> (47) , . (47) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> {66) . . {66) 
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<223> n is a, c, g, or ~t 
<220> 

<221> inisc_f eature 
<222>^ {16) , . (76) • ' 

<223> n is a, g, g, or t 

<220> 

<221> misc_f eature - 

<222^ (82) /. (82). 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature - 

<;222> (108) . . (108) 

<223>.. n is a, c, g, or t 

<220> ? , 

<221> mi sc__f eature 

<222> (133) . . (133) 

<223> n is a, c, g, or t 

<220> • 

<221> misc_f eature 

<222> (162) . . (162) 

<223> n is a, c, g, or t 

<220> 
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<221> misc_f eature 

<222> (210) , . (210) / 

<223> n is a, c, g, or t 



<220> 

<221> misc_f eature 

<222> (260): . (260) 

<223> n is a, c, g, or t 



<220> 

<221> mi sc_f eature 

<222> {216.) . . (276) 

<223> n is a, c, g, or t 



<400> 17 . 

aaaccaaccc tttaaggnnt ggggggnaat tcqccccaaa aaaaggnaaa aattttttcc 60. 

gggggnccaa accggnaaag gntttgggaa aaccaaattt tttttggncc caaccccccc • 120 

caaattgggg ggnaaaccaa atttaagggg ggaagggggg gncccccGcg ggaaaggccc 180 

aaggggggaa aatttttccg ggggtgggtn gggggaacca atttaagggg ggggcccccg 240 



ggggggttcc ccttgggccn tttttccttt tgggthaaaa aaaaaaaccc cttg 



294 



<210> 18 
<211> 453 
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<212>' DNA 
<213>' Human 

<400> 18 . . 

gtagaatat^ gggtgafeact ggagatetac tgcgaccta^ accatgatac ataaccaeac 
aagtttaate cctgggttct. aactaccctt actgtcactt agcttaacct gcctccaatc 
ctgtacttga actctaaaac tgttggagaa actcagtgct taGCccaaca gattcatttc 

aaatagctgt aaaaggtatg tttactcGag aagaccagag ttgettcttt tgaacttctc 

I • . • _ ' ■ ■ ■ ', 

attccttggg cctaggaacc ctcatcacc.c\.tcatcccaac gtcaacccag atcttctctt 
ccataaacag cactccctca ggcecctgcc tgacaeaggc atagactgtc atgttggatt 
cacagaeagg ctgtgctaga ggaaacctct ggggctcacc aggggccgtg ggatgggctt 
ctggggcttc ttggagccca acttetteat ggc 

<210> 19 ; 

<211> 242 

<212> DNA 

<213> Human 

<220> ' - . 
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<221> misc_f eature 
<222> (17) . . (17) 
.<223> n is a, c, g, or t ' 



<220> 

<22i> . misc__feature 

<222> (40) . . (40) 

<223> n is a, c, g, or t 

'<22p> 

<221> TnisG_f eature < - 

<222> (59)., (59). 

<223> n is a, c, g, or t, 

<22 0> 

<22l> mis Cofeature 

<222> (76) . . (76) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (107) . . (107) 

<223> n is a, c, g, or t 



<220> : 

<221> misc_f eature 
<222> (165) . . (165) 
<223> n is a, c, g, or t 
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<220> ' . 

<221> Tnisc_f eature 

<222> (189) . . (189) 

<223> n is a, c, g, or t 

<:220> - 

<221> misc_f eature 

<:222> (216) . . (216) 

<223> n is a, c, g, or t 

<220> ^ 

.<221> misc_f eature 

<:222> (221) . . (221) 

<223> n is a, o, g, or t . . - - 

<220> 

<221> misc_f eature 

<222> (230) . ..(230) ' ^ - . . 

<223> n is a, c, g, or t 

<400> 19 

gagtcagact gtaaggnacg aaccctcggg gtccccacgn tgttcccccc ggggtaacnt 60 
cggcccgggc ccgggnagcc cttcccgggc ttttcccccg ggggggnccc gggggggacc 120 
tttaggcggc accccaacaa Gaecaggccc tactttttce aaggncgggg aagcccatgg 180 
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gttctgggna acgggcaatg cgggcttgca acgggnggaa naaaaacagn cccaaaagaa 24 0 



tg ■ • . 242 



<210> 20 * 
<211> 181 • . . 

<212> DNA 
<213> Human 

<400> 20; V " ■ 

gtttgtttgt ttttgagatg aatctcactc tgtcgpccag gctggaatgc agtggtgtga 60 

tctcagctca ctgcaacctc cacctctqag gagaattgct gaacctggga ggcggaggtt 120 

gcagggagct gagattgcgc cactgcectc eatcctgggc gacagagcaa gaacetgtct 180 



181 



<210> 21 

<211> 100. 

<212> DNA. 

<213> Human 



<220> 

<:221> misc feature 
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<222>; (17) . . (17) 

<22 3> n is a, e, g/ or t 



<220> - [' 

<221> misc_f eature 

. <222> (23) . . (23) 

<223> n is a, c, g, or t 

<220> ■ • 

\ <221> misc_feature 

<222> (28) . ; (213) 

<223> ii is a, c, .g, or t 

<220> 

<22l> misc_f eature 

<222> (36) . . (36) 

<223> n is a, c, g, or t 

<220> 

<221> mi sc_f eature 

<222,> " (41) : . (41) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (44) . . (44) 

<223> n is a, c, g, or t 
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<220> 
<22i> 
<222> ' 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221>- 
< 2 2 2 > 
<223> 

<220> 
<221> 
<222> 
<223> 

<22p> 
<221> 
<222> 



misc_f eature 
(53).. (53) 
n IS* a, c, g, 

misc_f eature 
(59) , . (59) 
n is a, c/ g, 

misc_f eature 
(62) . , (62)' ; 
n i9 a, c, g> 

misc_f eature 
(67).. (67) 
n is a, c, g, 

misc_f eature 
. (70) . . (71) 
n is a, c, g 

,misG_f eature 
(74) . . (74) 



( ■ . . ■ . ^ . • 

<223> .n is a, c, g, or t 
<220.? . : 

<221> TTiiscjf eature - 

<222> (76) . . (76). 

<223> n is a, c, g, or t 

• <22g> ■ 

<221> misc_f ^ature ^- ^ 

<222> (79) . . (79) 

<223> n is a, G, g, or t' ' 

<220> ' . > r • . 

<221> ,misc_f eature * / 
<222> (83) . .:(84)' 
<223> . n is a, g, or. t ^ 

<22b> : 

<221> misc_feature . 

<222> (86) . . (86) ; ■ , 

<223> n.is a, c, g/ or t 

i:220> • 

<221> misc_f eature 

<222> (97) . . (97) 

<223> n is a/ c, g, or t 

<400> 21 

• 2997 



gcacaaggaa gggt^ggncag atnttccngc actggnaaaa ngchgctatg gtngtgaant . 60 



tnccccnccn ntti^anacna aanritngeac tcttggntigc 100 



<210:> 22 

<211> 100 

< 2i 2 > . mh 

<213> Human 



<22P> 

<221> mise_feature 

<222> (2) . . (2) 

<223> n is a, c, g, or t 

<220> 

<221> inisc_f eature 

.<222> (17). . (17) . 

<223> n is a, c, g, or t 

<220> ' 

<22l> misc_f eature 

<222> (37) . . (37) 

<223> n is a, c, g, or t 

<220> 

<221> ' misc feature 
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<222> (52) . :(53) 
<:223> n is a, c, g, 



<226> ' ^ 

<221> misc^feature 

<222> (56) .. (56) 

<223> n is a, c, g, or t 

<220> • 

<221> misc_feature 

'<222> (77).. (77) 

<223> n is a, c, 9. 

<220> 

<2^1> mis c^f ea t ur e 

<222> (85) . . (85) 

<223.> n is a, c, g, or 

<220> 

<221> misc^feature 
<222> (89) . . (89) 

<223> n is a, c, g, pi 

<220> 

<221> misc^feature 

<222> (96) . . (96) 

<223> n is a, c, g, c 



<400> 22 . . 

cntgcgccat ttactgnagg feggacaagga tactatnaac aaagatgtgg 



ataatgg^ag, atagctntga ggatnaacnc tggttnaggg 

<210> 23 . ■•. ■ ■ 

<211> 100 .. . , 
<212> DNA 

<213> Human ' . 

<220> 

<221> misc^feature 

<222> (17).. (17)". 

<223> n is a, c,.9, pr t 

.<220> 

<221> mis cofeature 

<222> (19) .. (19) 

<223> n is a, c, g, or t 

<220> 

<221> misc^feature 

<222> (27) . . (29) 

<223> n is a, c, g, or t 

<220> . ' 

3000 



